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The following constitutes the Appellants' Brief on Appeal. 

I. REAL PARTY IN INTEREST 

The real party in interest is Genentech, Inc., South San Francisco, California, by an 
assignment of the parent application, U.S. Serial No. 09/941,992 recorded November 16, 2001, 
at Reel 012176 and Frame 0450. 

II. RELATED APPEALS AND INTERFERENCES 

The claims pending in the current application are directed to a polypeptide referred to 
herein as "PRO1097". There exist two related patent applications, (1) U.S. Serial No. 
09/997,628, filed November 15, 2001 (containing claims directed to antibodies to the PRO1097 
polypeptide), and (2) U.S. Serial No. 09/989,723, filed November 19, 2001 (containing claims 
directed to nucleic acids encoding PRO 1097 polypeptides). These two related applications are 
also under final rejection from the same Examiner and based upon the same outstanding 
rejection, therefore appeal of these final rejections are being pursued independently and 
concurrently herewith. 

III. STATUS OF CLAIMS 
Claims 119-126 and 129-131 are in this application. 
Claims 1-118 and 127-128 have been canceled. 

Claims 1 19-126 and 129-131 stand rejected and Appellants appeal the rejection of these 

claims. 

A copy of the rejected claims in the present Appeal is provided as Appendix A. 

IV. STATUS OF AMENDMENTS 

In an Amendment filed on March 10, 2005 after the mailing of the Final Office of 
October 18, 2004, a request under Rule C.F.R. §1.48 for correction of inventorship was filed, and 
this amendment was entered for purposes of this appeal. 
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V. SUMMARY OF CLAIMED SUBJECT MATTER 

The invention claimed in the present application is related to an isolated polypeptide 
comprising the amino acid sequence of the polypeptide of SEQ ID NO: 349, referred to in the 
present application as "PRO1097." The PRO1097 gene was shown for the first time in the 
present application to be significantly amplified in human lung or colon cancers as compared to 
normal, non-cancerous human tissue controls (Example 170). This feature is specifically recited 
in claim 124, and carried by all claims dependent from claim 124. In addition, the invention also 
claims the amino acid sequence of the polypeptide of SEQ ID NO: 349, lacking its associated 
signal-peptide; or the amino acid sequence of the polypeptide encoded by the full-length coding 
sequence of the cDNA deposited under ATCC accession number 203044 (Claim 124-126 and 
129). The invention is further directed to polypeptides having at least 80%, 85%, 90%, 95% or 
99% amino acid sequence identity to the amino acid sequence of the polypeptide of SEQ ID NO: 
349; the amino acid sequence of the polypeptide of SEQ ID NO: 349, lacking its associated 
signal peptide; or the amino acid sequence of the polypeptide encoded by the full-length coding 
sequence of the cDNA deposited under ATCC accession number 203044, wherein the nucleic 
acid encoding said polypeptide is amplified in lung or colon tumor (Claims 1 19-123). The 
invention is further directed to a chimeric polypeptide comprising one of the above polypeptides 
fused to a heterologous polypeptide (Claim 130), and to a chimeric polypeptide wherein the 
heterologous polypeptide is an epitope tag or an Fc region of an immunoglobulin (Claim 131). 

The amino acid sequence of the native "PRO 1097" polypeptide and the nucleic acid 
sequence encoding this polypeptide (referred to in the present application as "DNA59841-1460") 
are shown in the present specification as SEQ ID NOs: 349 and 348, respectively, and in Figures 
244 and 243, respectively found on pages 299, lines 30-34. A full-length PRO1097 polypeptide 
having the amino acid sequence of SEQ ID NO:349 is described in the specification at, for 
example, on pages 218-220, line 30 onwards and the isolation of cDNA clones encoding 
PRO1097 of SEQ ID NO:349 is described in Example 107, page 489 of the specification. The 
specification discloses that various portions of the PRO1097 polypeptide possess significant 
sequence similarity to the glycoportease family of proteins and the acyltransferase 
ChoActase/COT/CPT family (see, for example, page 218, lines 31-34). 

PRO polypeptide variants having at least about 80-99% amino acid sequence identity 
with a full length PRO polypeptide sequence, or a PRO polypeptide sequence lacking the signal 
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peptide are described in the specification at, for example, page 305, line 23 onwards, and percent 
amino acid sequence identity determination is described at, for example, pages 306-308, line 14 
onwards. The preparation of chimeric PRO polypeptides (claims 130 and 131), including those 
wherein the heterologous polypeptide is an epitope tag or an Fc region of an immunoglobulin, is 
set forth in the specification at page 374, lines 24 to page 375, line 9. Examples 140-143 and 
page 376, line 12 onwards describe the expression of PRO polypeptides in various host cells, 
including E. coli, mammalian cells, yeast and Baculovirus-infected insect cells. 

Finally, Example 170, in the specification at page 539, line 19, to page 555, line 5, sets 
forth a 'Gene Amplification assay' which shows that the PRO 1097 gene is amplified in the 
genome of certain human lung or colon cancers (see Table 9, page 550). The profiles of various 
primary lung and colon tumors used for screening the PRO polypeptide compounds of the 
invention in the gene amplification assay are summarized on Table 8, page 546 of the 
specification. 

VI. GROUNDS OF REJECTION TO BE REVIEWED ON APPEAL 

1. Whether Claims 119-126 and 129-131 should be accorded priority of provisional 
Application 60/141,037, filed 19 November, 2001. 

2. Whether Claims 1 19-126 and 129-13 1 satisfy the utility/ enablement requirement 
under 35 U.S.C. §101/112, first paragraph. 

3. Whether Claims 119-126 and 129-131 satisfy the written description requirement 
under 35 U.S.C. §112, first paragraph. 

VII. GROUPING OF CLAIMS 

With respect to Issue 1, all claims (Claims 1 19-126 and 129-131) stand and fall together. 
With respect to Issue 2, all claims (Claims 1 19-126 and 129-131) stand and fall together. 
Issue 3 concerns only Claims 1 19-126, which claims stand and fall together. 
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« < 
VIII. ARGUMENTS 

Summary of the Arguments 

Issue 1: Priority 

The instant application has not been granted the earlier priority date on the grounds that 
"although disclosing the same experimental assays as the instant specification, do not enable the 
instant invention and therefore do not impart utility. . ." 

Appellants submit that data derived from the Gene Amplification assay was first 
disclosed in U. S. Application Serial No. 60/141,037, filed 19 November, 2001 for the gene 
encoding the claimed PRO 1097 polypeptide. Appellants further submit that, the same detailed 
reasons discussed below under the section on Issue II: Utility/ Enablement, are sufficient to also 
establish patentable utility for U. S. Application Serial No. 60/141,037. Hence, Appellants 
should be able to rely upon this provisional application to provide an effective filing date of 19 
November, 2001 for the instant application. 

Issue 2: Utility/ Enablement 

Claims 119-126 and 129-131 stand rejected under 35 U.S.C. §101/ 112, first paragraph as 
allegedly lacking either a specific and substantial asserted utility or a well established utility. 
Appellants have previously submitted that patentable utility for the PRO 1097 polypeptides is 
based upon the gene amplification data for the gene encoding the PRO 1097 polypeptide. The 
specification discloses that the gene encoding PRO 1097 showed significant amplification, 
ranging from 2.313 to 2.346 fold in two different lung primary tumors and 2.114 to 2.532 fold in 
three different colon primary tumors . Therefore, such a gene is useful as a marker for the 
diagnosis of cancer , and for monitoring cancer development and/or for measuring the efficacy of 
cancer therapy. 

In the first Office action mailed May 3, 2004, the Examiner cited references Hittelman et 
al. and Crowell et al, to show that "a slight increase in clone numbers in a cancerous tissue is no 
doubt due to an increased number of chromosomes, a very common characteristic of cancerous 
and non-cancerous epithelial cells." Appellants submit that, in fact, the Hittelman reference 
supports the Appellants position that there is utility in identifying genetic biomarkers in 
epithelial tissues at cancer risk (see Hittelman, abstract, line 4-7). 
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The Examiner further cited references Skolnick et al, Bork et al, Doerks et al, 
Hesselgesser et al. and Blease et al. to show that "function cannot be predicted based solely on 
structural similarity to a protein found in sequence databases." Appellants had argued in their 
response of August 3, 2004 that Appellants assertion for utility of PRO 1097 was not based on 
structural similarity. 

The Examiner further asserted on page 3 of the Final Office Action mailed October 18, 
2004 that amplification of the PRO 1097 polynucleotide does not impart a specific, substantial, 
and credible utility to the PRO 1097 polypeptide since, "there is no evidence regarding whether 
or not PRO 1097 mRNA or polypeptide levels are also increased in (these) cancer." In support of 
this assertion, the Examiner cited references by Pennica et al., Haynes et al. and Hu et al. 

Appellants submit that, the teachings of Pennica et al. are not directed towards genes in 
general but to a single gene or genes within a single family and thus, their teachings cannot 
support a general conclusion regarding correlation between gene amplification and mRNA or 
protein levels. Further, Appellants submit that the teachings of Haynes et al. in fact, meets the 
"more likely than not standard" and shows that a positive correlation exists between mRNA and 
protein. And based on the nature of the statistical analysis performed in one class of genes in Hu 
et al, the Examiner's conclusions are not reliably supported . Thus, Appellants submit that these 
references do not conclusively establish a prima facie case for lack of utility. 

In contrast, Appellants have submitted ample evidence to show that, in general, if a gene 
is amplified in cancer, it is more likely than not that the encoded protein will be expressed at an 
elevated level. First, the articles by Orntoft et al, Hyman et al, and Pollack et al. (made of 
record in Appellants' Response filed July 7, 2004) collectively teach that in general, gene 
amplification increases mRNA expression . Second, the Declaration of Dr. Paul Polakis (made of 
record in Appellants' Response filed August 3, 2004), principal investigator of the Tumor 
Antigen Project of Genentech, Inc., the assignee of the present application, shows that, in 
general, there is a correlation between mRNA levels and polypeptide levels . Appellants further 
note that the sale of gene expression chips to measure mRNA levels is a highly successful 
business, with a company such as Affymetrix recording 168.3 million dollars in sales of their 
GeneChip arrays in 2004. Clearly, the research community believes that the information 
obtained from these chips is useful (i.e., that it is more likely than not informative of the protein 
level). 

6 



Taken together, although there are some examples in the scientific art that do not fit 
within the central dogma of molecular biology that there is a correlation between DNA, mRNA, 
and polypeptide levels, these instances are exceptions rather than the rule . In the majority of 
amplified genes , as exemplified by Orntoft et ah, Hyman et ah, Pollack et ah, the Polakis 
Declaration and the widespread use of array chips, the teachings in the art overwhelmingly show 
that gene amplification influences gene expression at the mRNA and protein levels . Therefore, 
one of skill in the art would reasonably expect in this instance, based on the amplification data 
for the PRO 1097 gene, that the PRO 1097 polypeptide is concomitantly overexpressed. Thus, the 
claimed PRO 1097 polypeptides also have utility in the diagnosis of cancer. 

Appellants further submit that even if there is no correlation between gene amplification 
and increased mRNA/protein expression, (which Appellants expressly do not concede), a 
polypeptide encoded by a gene that is amplified in cancer would still have a specific, substantial, 
and credible utility. Appellants submit that, as evidenced by the Ashkenazi Declaration and the 
teachings of Hanna and Mornin (both made of record in Appellants' Response filed August 3, 
2004), simultaneous testing of gene amplification and gene product over-expression enables 
more accurate tumor classification , even if the gene-product, the protein, is not over-expressed. 
This leads to better determination of a suitable therapy for the tumor, as demonstrated by a real- 
world example of the breast cancer marker HER-2/neu. Accordingly, Appellants submit that 
when the proper legal standard is applied, one should reach the conclusion that the present 
application discloses at least one patentable utility for the claimed PRO1097 polypeptides. 

The Examiner also cited references Smith et ah, and Brenner et ah, to support an 
enablement rejection that "it is not predictable which amino acids are necessary to maintain the 
functional characteristics of protein". 

Appellants submit that, besides the detailed protocol for the gene amplification assay, the 
specification further provides ample guidance to allow the skilled artisan to identify those 
polypeptides which meet the limitations of the claims, including, how to identify polypeptides 
based on % identity to (SEQ ID NO: 349), how to make PRO1097 polypeptides, etc. Prediction 
of the amino acid(s) necessary for functionality is not necessary to practice the invention. 
Appellants further submit that, based on the gene amplification data and the substantial, credible, 
asserted utility of PRO1097 polypeptides in the diagnosis of lung or colon cancer, one of 
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ordinary skill would know exactly how to make and use these claimed polypeptides for the 
diagnosis of cancers, without any undue experimentation. 

Issue 3: Written Description 

Claims 119-126 and 129-131 stand rejected under 35 U.S.C. §112, first paragraph, 
allegedly "as containing subject matter which was not described in the specification in such a 
way as to reasonably convey to one skilled in the relevant art that the inventor(s), at the time the 
application was filed, had possession of the claimed invention.." (Page 9 of the Final Office 
Action mailed October 1 8, 2004). 

The factors to be considered in evidencing possession of a claimed genus include 
"disclosure of complete or partial structure, physical and/or chemical properties, functional 
characteristics, structure/function correlation, methods of making the claimed product, or any 
combination thereof." Appellants note that the claims recite structural features, namely, 80% 
sequence identity to SEQ ID NO:349, which are common to the genus. The genus of claimed 
■polypeptides is further defined by having a specific functional activity for the encoding nucleic 
acids, namely, that the encoding nucleic acid is amplified in lung or colon tumors. The 
specification provides detailed guidance as to how to identify polypeptides having at least 80% 
amino acid sequence identity to SEQ ID NO:349 (PRO1097), as well as detailed protocols for 
determining whether a gene encoding a variant PRO 1097 protein is amplified in lung or colon or 
tumor. Thus one of skill in the art could easily identify whether a variant PRO 1097 sequence 
falls within the parameters of the claimed invention. 

Accordingly, a description of the claimed genus has been achieved by the recitation of 
both structural and functional characteristics. 

Response to Rejections 

ISSUE 1. U.S. Provisional Application No. 60/141,037 Satisfies the Utility Requirement of 
35 U.S.C. § 101/ § 1 12, First Paragraph based on the results of the Gene Amplification assay 

Appellants have asserted that U.S. Provisional Application No. 60/141,037, filed 
November 19, 2001, discloses the gene amplification assay (shown in Example 170 of the instant 
specification) and establishes patentable utility for the claimed PRO 1097 polypeptides. 
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Appellants submit, for the reasons set forth below under Issue 2 for Utility/ Enablement, 
that the results of the gene amplification assay disclosed in the specification of U.S. Application 
No. 60/141,037, provides at least one credible, substantial and specific asserted utility for the 
claimed PRO1097 polypeptides under 35 U.S.C. §101/§1 12, first paragraph. Accordingly, 
Appellants respectfully request that the subject matter of the instant claims be granted the 
November 19, 2001, priority date of U.S. Provisional Application No. 60/141,037. 

ISSUE 2. Claims 119-126 and 129-131 are supported by a credible, specific and substantial 
asserted utility, and thus meet the utility requirement of 35 U.S.C. § 101/ 112, first 
paragraph 

The sole basis for the Examiner's rejection of Claims 1 19-126 and 129-131 under this 
section is that the data presented in Example 170 of the present specification is allegedly 
insufficient under the present legal standards to establish a patentable utility under 35 U.S.C. § 
101 for the presently claimed subject matter. 

Claims 119-126 and 129-131 stand further rejected under 35 U.S.C. §112, first paragraph, 
allegedly "since the claimed invention is not supported by either a specific and substantial asserted 
utility or a well established utility for the reasons set forth above, one skilled in the art clearly would 
not know how to use the claimed invention." 

Appellants strongly disagree and, therefore, respectfully traverse the rejection. 

A. The Legal Standard For Utility Under 35 U.S.C. $ 101 

According to 35 U.S.C. § 101: 

Whoever invents or discovers any new and useful process, machine, manufacture, or 
composition of matter, or any new and useful improvement thereof, may obtain a patent 
therefor, subject to the conditions and requirements of this title. (Emphasis added.) 
In interpreting the utility requirement, in Brenner v. Manson the Supreme Court held 
that the quid pro quo contemplated by the U.S. Constitution between the public interest and the 
interest of the inventors required that a patent applicant disclose a "substantial utility" for his or 



' Brenner v. Manson, 383 U.S. 519, 148 U.S.P.Q. (BNA) 689 (1966). 
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her invention, i.e. a utility "where specific benefit exists in currently available form." The Court 
concluded that "a patent is not a hunting license. It is not a reward for the search, but 
compensation for its successful conclusion. A patent system must be related to the world of 

3 

commerce rather than the realm of philosophy." 

4 

Later, in Nelson v. Bowler the C.C.P.A. acknowledged that tests evidencing 
pharmacological activity of a compound may establish practical utility, even though they may 
not establish a specific therapeutic use. The court held that "since it is crucial to provide 
researchers with an incentive to disclose pharmaceutical activities in as many compounds as 
possible, we conclude adequate proof of any such activity constitutes a showing of practical 

utility." 5 

In Cross v. Iizuka the C.A.F.C. reaffirmed Nelson, and added that in vitro results might 
be sufficient to support practical utility, explaining that "in vitro testing, in general, is relatively 
less complex, less time consuming, and less expensive than in vivo testing. Moreover, in vitro 
results with the particular pharmacological activity are generally predictive of in vivo test results, 

7 

i.e. there is a reasonable correlation there between." The court perceived "No insurmountable 
difficulty" in finding that, under appropriate circumstances, "in vitro testing, may establish a 

8 

practical utility." 



2 Id. at 534, 148 U.S.P.Q. (BNA) at 695. 

3 Id. at 536, 148 U.S.P.Q. (BNA) at 696. 

4 Nelson v. Bowler, 626 F.2d 853, 206 U.S.P.Q. (BNA) 881 (C.C.P.A. 1980). 

5 Id. at 856, 206 U.S.P.Q. (BNA) at 883. 

6 Cross v. Iizuka, 753 F.2d 1047, 224 U.S.P.Q. (BNA) 739 (Fed. Cir. 1985). 

7 Id. at 1050, 224 U.S.P.Q. (BNA) at 747. 
"id. 
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The case law has also clearly established that Appellants' statements of utility are usually 

9 

sufficient, unless such statement of utility is unbelievable on its face. The PTO has the initial 

10 

burden to prove that Appellants' claims of usefulness are not believable on their face. In 
general, an Applicant's assertion of utility creates a presumption of utility that will be sufficient 
to satisfy the utility requirement of 35 U.S.C. §101, "unless there is a reason for one skilled in 

11 12 

the art to question the objective truth of the statement of utility or its scope." ' 

13 

Compliance with 35 U.S.C. §101 is a question of fact. The evidentiary standard to be 
used throughout ex parte examination in setting forth a rejection is a preponderance of the 

14 

totality of the evidence under consideration. Thus, to overcome the presumption of truth that 
an assertion of utility by the applicant enjoys, the Examiner must establish that it is more likely 
than not that one of ordinary skill in the art would doubt the truth of the statement of utility. 
Only after the Examiner made a proper prima facie showing of lack of utility, does the burden of 
rebuttal shift to the applicant. The issue will then be decided on the totality of evidence. 

The well established case law is clearly reflected in the Utility Examination Guidelines 
("Utility Guidelines")' 5 , which acknowledge that an invention complies with the utility 
requirement of 35 U.S.C. §101, if it has at least one asserted "specific, substantial, and credible 
utility" or a "well-established utility." Under the Utility Guidelines, a utility is "specific" when 

9 In re Gazave, 379 F.2d 973, 154U.S.P.Q. (BNA) 92 (C.C.P.A. 1967). 

10 Ibid. 

" In reLanger, 503 F.2d 1380,1391, 183 US.P.Q. (BNA) 288, 297 (C.C.P.A. 1974). 

12 See also In reJolles, 628 F.2d 1322, 206 USPQ 885 (C.C.P.A. 1980); In re Irons, 340 
F.2d974, 144 USPQ 351 (1965); In re Sichert, 566 F.2d 1154, 1159, 196 USPQ 209,212-13 
(C.C.P.A. 1977). 

13 Raytheon v. Roper, 724 F.2d 951, 956, 220 U.S.P.Q. (BNA) 592, 596 (Fed. Cir.,1983) 
cert, denied, 469 US 835 (1984). 

M In re Oetiker, 977 F.2d 1443, 1445, 24 U.S.P.Q.2d (BNA) 1443, 1444 (Fed. Cir. 

1992). 

15 66 Fed. Reg. 1092 (2001). 
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it is particular to the subject matter claimed. For example, it is generally not enough to state that 
a nucleic acid is useful as a diagnostic without also identifying the conditions that are to be 
diagnosed. 

In explaining the "substantial utility" standard, M.P.E.P. §2107.01 cautions, however, 
that Office personnel must be careful not to interpret the phrase "immediate benefit to the 
public" or similar formulations used in certain court decisions to mean that products or services 
based on the claimed invention must be "currently available" to the public in order to satisfy the 
utility requirement. "Rather, any reasonable use that an applicant has identified for the invention 
that can be viewed as providing a public benefit should be accepted as sufficient, at least with 

regard to defining a 'substantial' utility."' 6 Indeed, the Guidelines for Examination of 

n ... 
Applications for Compliance With the Utility Requirement, gives the following instruction to 

patent examiners: "If the applicant has asserted that the claimed invention is useful for any 

particular practical purpose . . . and the assertion would be considered credible by a person of 

ordinary skill in the art, do not impose a rejection based on lack of utility." 

B. Proper Application of the Leeai Standard 

Appellants respectfully submit that the data presented in Example 170 starting on page 
539 of the specification of the specification and the cumulative evidence of record, which 
underlies the current dispute, indeed support a "specific, substantial and credible" asserted utility 
for the presently claimed invention. 

Example 1 70 describes the results obtained using a very well-known and routinely 
employed polymerase chain reaction (PCR)-based assay, the TaqMan™ PCR assay, also referred 
to herein as the gene amplification assay. This assay allows one to quantitatively measure the 
level of gene amplification in a given sample, say, a tumor extract, or a cell line. It was well 
known in the art at the time the invention was made that gene amplification is an essential 
mechanism for oncogene activation. Appellants isolated genomic DNA from a variety of primary 
cancers and cancer cell lines that are listed in Table 9 (pages 539 onwards of the specification), 

16 M.P.E.P. §2107.01. 

17 M.P.E.P. §2107 II (B)(1). 
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including primary lung and colon cancers of the type and stage indicated in Table 8 (page 546). 
The tumor samples were tested in triplicates with Taqman™ primers and with internal controls, 
beta-actin and GADPH in order to quantitatively compare DNA levels between samples (page 
548, lines 33-34). As a negative control, DNA was isolated from the cells of ten normal healthy 
individuals, which was pooled and used as a control (page 539, lines 27-29) and also, no- 
template controls (page 548, lines 33-34). The results of TaqMan™ PCR are reported in ACt 
units, as explained in the passage on page 539, lines 37-39. One unit corresponds to one PCR 
cycle or approximately a 2-fold amplification, relative to control, two units correspond to 4-fold, 
3 units to 8-fold amplification and so on . Using this PCR-based assay, Appellants showed that 
the gene encoding for PRO 1097 was amplified, that is, it showed approximately 1.21- 1.23 ACt 

t 21 1 23 

units for lung tumors and 1 .08-1 .34 ACt units for colon tumors which corresponds to 2 ' -2 ' - 
fold amplification in lung and 2 1 08 -2 1 34 - fold amplification in colon tumors respectively, or 
2.313 to 2.346 fold in two different lung primary tumors and 2.114 to 2.532 fold in three 
different colon primary tumors . 

The Examiner acknowledged that there was an "increase" in DNA, but stated that the 
increase was "slight" or "small". In fact, based on Hittelman et al, the Examiner stated that such 
a "slight increase in clone numbers in cancerous tissue is no doubt due to an increased number of 
chromosomes, a very common characteristic of cancerous and non-cancerous epithelial cells." 
Appellants disagree. 

Hittelman studied premalignant lesions and suggests that epithelial tumors develop 
through a multistep process driven by genetic instability (see abstract). Hittelman showed that a 
subset of the same molecular changes found in associated tumor were also found in premalignant 
lesions, suggesting that these premalignant lesions might represent precursor lesions for 
associated tumors, i.e., a manifestation of a multistep rumorigenesis process. (See Hittelman, 
page 4, last three lines). Appellants therefore submit that, contrary to the Examiner's rejection, 
the Hittelman reference strongly supports the Appellants position that there is utility in 
identifying genetic biomarkers in epithelial tissues at cancer risk (also see Hittelman, abstract, 
line 4-7). Hittelman adds on page 2, fourth paragraph, line 3 that "it is important to identify 
individuals at significantly increased cancer risk who might best benefit from different types of 
intervention". Taken together, even if Appellants were to show that the observed PRO1097 gene 
amplification were due to chromosomal aneuploidy (which Appellants do not contend to), 
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identifying genetic biomarkers like the PRO 1097 gene with this aneuploidy is a very important 
and useful step, according to Hittelman, in identifying individuals at significantly increased 
cancer risk. Therefore, Hittelman supports at least one utility for the PRO 1097 gene, that is, as a 
genetic biomarker for cancer or precancerous cells. As one skilled in the art would clearly know, 
early detection of lung cancer provides information in advance about risk assessment, prognosis 
and therapy for lung cancer. 

As evidence that the "increase in DNA" in the gene amplification assay is significant, 
Appellants submit a Declaration by Dr. Audrey Goddard (copy enclosed herewith). The 
Declaration by Dr. Audrey Goddard provides a statement by an expert in the relevant art that 
"fold amplification" values of at least 2-fold are considered significant in the TaqMan™ PCR 
gene amplification assay. This Declaration is necessary at this time to counter the assertion that 
the gene amplification data does not have utility. The issue whether the fold increase in the gene 
amplification assay for the PRO 1097 gene was "significant" was not raised in the First Office 
action mailed May 3, 2004 nor in the Final Office action mailed October 18, 2004. Therefore, 
this declaration addressing "significance" was not presented earlier since the Appellants had no 
opportunity or reason to address this issue until now. Thus good and sufficient reasons exist why 
this Declaration is necessary and was not earlier presented. Appellants therefore submit that 
entry of the Goddard Declaration is appropriate at this time and respectfully request that it be 
considered.. 

Appellants particularly draw the Board's attention to page 3 of the Goddard Declaration 
which clearly states that: 

It is further my considered scientific opinion that an at least 2-fold increase in gene copy 
number in a tumor tissue sample relative to a normal (i.e., non-tumor) sample is 
significant and useful in that the detected increase in gene copy number in the tumor 
sample relative to the normal sample serves as a basis for using relative gene copy 
number as quantitated by the TaqMan PCR technique as a diagnostic marker for the 
presence or absence of tumor in a tissue sample of unknown pathology. Accordingly, a 
gene identified as being amplified at least 2-fold by the quantitative TaqMan PCR assay 
in a tumor sample relative to a normal sample is useful as a marker for the diagnosis of 
cancer, for monitoring cancer development and/or for measuring the efficacy of cancer 
therapy. (Emphasis added). 
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Accordingly, the 2.313 to 2.346 fold in two different lung primary tumors and 2.1 14 to 2.532 
fold in three different colon primary tumors would be considered significant and credible by one 
skilled in the art, based upon the facts disclosed in the Goddard Declaration. 

Further Appellants submit that the fact that two lung tumor samples and three colon 
tumor samples tested positive in this study does not make the gene amplification data, by any 
means, less significant or spurious. As any skilled artisan in the field of oncology would easily 
appreciate, not all tumor markers are generally associated with every tumor, or even, with most 
tumors. In fact, some tumor markers are useful for identifying rare malignancies . That is, the 
association of the tumor marker with a particular type of tumor lesion may be rare, or, the 
occurrence of that particular kind of tumor lesion itself may be rare. In either event, even these 
rare tumor markers, which may not give a positive hit with most common tumors, have great 
value in tumor diagnosis, and consequently, in tumor prognosis . The skilled artisan would know 
that such tumor markers are very useful for better classification of tumors. Therefore, whether 
the PRO1097 gene is amplified in two lung/ three colon tumors or in most tumors is not relevant 
to its identification as a tumor marker, or its patentable utility. Rather, whether the 
amplification data for PRO 1097 is significant is what lends support to its usefulness as a tumor 
marker. It was well known in the art at the time of filing of the application that gene 
amplification, which occurs in most solid tumors like lung and colon cancers, is generally 
associated with poor prognosis. Therefore, the PRO 1097 gene becomes an important diagnostic 
marker to identify such malignant lung or colon cancers, even if the malignancy associated with 
PRO1097 molecule is a rare occurrence . Accordingly, the present specification clearly discloses 
enough evidence that the gene encoding the PRO 1097 polypeptide is significantly amplified in 
certain types of lung or colon tumors and is therefore, a valuable diagnostic marker for 
identifying certain types of lung or colon cancers. 

On page 4 of the final Office Action, the Examiner points out that "there is no evidence 
regarding whether or not PRO 1097 mRNA or polypeptide levels are also increased in this 
cancer". The Examiner points out, especially on page 4-5 of the Final Office Action mailed on 
October 18, 2004, that: 

"what is often seen is a lack of correlation between DNA amplification and increased 
peptide levels (Pennica et al.) As discussed by Haynes et al, polypeptide levels cannot 
be accurately predicted from mRNA levels... the literature cautions researches against 
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drawing conclusions based on small changes in transcript expression levels between 
normal and cancerous tissue." 

Appellants strongly disagree. Appellants submit that the Examiner applied an improper 
legal standard when making this rejection. The evidentiary standard to be used throughout ex 
parte examination of a patent application is a preponderance of the totality of the evidence under 
consideration. Thus, to overcome the presumption of truth that an assertion of utility by the 
applicant enjoys, the Examiner must establish that it is more likely than not that one of ordinary 
skill in the art would doubt the truth of the statement of utility. Only after the Examiner has 
made a proper prima facie showing of lack of utility, does the burden of rebuttal shift to the 
applicant. 

Accordingly, it is not a legal requirement to establish a necessary correlation between an 
increase in the copy number of the DNA and protein expression levels that would correlate to the 
disease state or that it is imperative to find evidence that DNA amplification is " necessarily " or 
"always" associated with overexpression of the gene product. Appellants respectfully submit 
that when the proper evidentiary standard is applied, a correlation must be acknowledged. 

First of all, the teachings of Pennica et al. are specific to WISP genes, a specific class of 
closely related molecules. Pennica et al. showed that there was good correlation between DNA 
and mRNA expression levels for the WISP-1 gene but not for WISP-2 and WISPS genes. But, 
the fact that in the case of closely related molecules, there seemed to be no correlation between 
gene amplification and the level of mRNA/protein expression does not establish that it is more 
likely than not, in general, that such correlation does not exist. As discussed above, the standard 
is not absolute certainty . Pennica et al. has no teaching whatsoever about the correlation of gene 
amplification and protein expression for genes in general . Indeed, the working hypothesis 
among those skilled in the art is that, if a gene is amplified in cancer, the encoded protein is 
likely to be expressed at an elevated level. In fact, as noted even in Pennica et al, "[a]n analysis 
of WISP-l gene amplification and expression in human colon tumors showed a correlation 
between DNA amplification and over-expression ..." (Pennica et al., page 14722, left column, 
first full paragraph, emphasis added). Accordingly, Appellants respectfully submit that Pennica 
et al. teaches nothing conclusive regarding the absence of correlation between gene amplification 
and over-expression of mRNA or polypeptides in most genes, in general. 
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Further, contrary to the Examiner's reading, the Haynes et al. reference teaches that 
"there was a general trend but no strong correlation between protein [expression] and transcript 
levels" (Emphasis added). For example, in Figure 1, there is a positive correlation between 
mRNA and protein levels amongst most of the 80 yeast proteins studied. In fact, very few data 
points deviated or scattered away from the expected normal and no data points showed a 
negative correlation between mRNA and protein levels (i.e. an increase in mRNA resulted in a 
decrease in protein levels). The analysis by Haynes et al. is not relevant to the current 
application. Haynes was studying yeast cells and not human cells. Haynes et al notes that their 
analysis focused on the 80 most abundant proteins in the yeast lysate (page 1867). Haynes et al. 
states "since many important regulatory protein are present only at low abundance, these would 
not be amenable to analysis" (page 1 867). Further, Haynes et al. compared the protein 
expression levels of these naturally abundant proteins to mRNA expression levels from 
published SAGE frequency tables, (page 1 863) Accordingly, Haynes et al. did not compare 
mRNA expression levels and protein levels in the same yeast cells. And thus, the analysis by 
Haynes et al. is not applicable to the present application. In fact, when the proper legal standard 
is used, Haynes ' teachings clearly support the Appellants' position and is all that's needed to 
meet the "more likely than not" evidentiary standard. Again, accurate prediction is not the 
standard . 

The Examiner further cited Hu et al, to show that "by the current literature. . .one skilled 
in the art would not assume that a small increase in gene copy number would correlate with 
significantly increased mRNA or polypeptide levels" (Page 5 of the Final Office action mailed 
October 18, 2004). 

First of all, as discussed above, the increase in DNA copy number for the PRO 1097 gene 
is significant. Further, Appellants respectfully submit that, contrary to the Examiner's assertion, 
the cited Hu et al. reference does not conclusively establish a prima facie case for lack of utility 
for the PRO1097 molecule. The Hu et al. reference is entitled "Analysis of Genomic and 
Proteomic Data using Advanced Literature Mining" (emphasis added). Therefore, as the title 
itself suggests, the conclusions in this reference are based upon statistical analysis of information 
obtained from published literature, and not from experimental data. Hu et al. performed 
statistical analysis to provide evidence for a relationship between mRNA expression and 
biological function of a given molecule (as in disease). The conclusions of Hu et al. however, 
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only apply to a specific type of breast tumor (estrogen receptor (ER)-positive breast tumor) and 
cannot be generalized to breast cancer genes in general, let alone to cancer genes in general. 
Interestingly, the observed correlation was only found among ER-positive (breast) tumors not 
ER-negative tumors." (See page 412, left column). 

Moreover, the analytical methods utilized by Hu et al. have certain statistical drawbacks, 
as the authors themselves admit. For instance, according to Hu et al., "different statistical 
methods" were applied to "estimate the strength of gene-disease relationships and evaluated the 
results." (See page 406, left column, emphasis added). Using these different statistical methods, 
Hu et al. "[a]ssessed the relative strengths of gene-disease relationships based on the frequency 
of both co-citation and single citation." (See page 41 1, left column). As is well known in the 
art, different statistical methods allow different variables to be manipulated to affect the resulting 
outcome. In this regard, the authors disclose that, "Initial attempts to search the literature " using 
the list of genes, gene names, gene symbols, and frequently used synonyms generated by the 
authors "revealed several sources of false positives and false negatives." (See page 406, right 
column). The authors add that the false positives caused by "duplicative and unrelated meanings 
for the term" were "difficult to manage." Therefore, in order to minimize such false positives, 
Hu et al. disclose that these terms "had to be eliminated entirely, thereby reducing the false 
positive rate but unavoidably under-representing some genes." Id. (emphasis added). Hence, Hu 
et al. had to manipulate certain aspects of the input data, in order to generate, in their opinion, 
meaningful results. Further, because the frequency of citation for a given molecule and its 
relationship to disease only reflects the current research interest of a molecule, and not the true 
biological function of the molecule, as the authors themselves acknowledge, the "[relationship 
established by frequency of co-citation do not necessarily represent a true biological link." (See 
page 411, right column). Therefore, based on these findings, the authors add, "[t]his may reflect 
a bias in the literature to study the more prevalent type of tumor in the population. Furthermore, 
this emphasizes that caution must be taken when interpreting experiments that may contain 
subpopulations that behave very differently." Id. (Emphasis added). In other words, some 
molecules may have been underrepresented merely because they were less frequently cited or 
studied in literature compared to other more well-cited or studied genes. Therefore, Hu et al.'s 
conclusions are not based on genes/mRNA in general. 
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Therefore, Appellants submit that, based on the nature of the statistical analysis 
performed herein, and in particular, based on Hu's analysis of one class of genes, namely, the 
estrogen receptor (ER)-positive breast tumor genes, the conclusions drawn by the Examiner, 
namely that, "genes displaying a 5-fold change or less (mRNA expression) in tumors compared 
to normal showed no evidence of a correlation between altered gene expression and a known role 
in the disease (in general)" is not reliably supported. 

Therefore, when the proper legal standard is used, a prima facie case of lack of utility has 
not been met based on the cited references Pennica et al, Haynes et al. or Hu et al by the 
Examiner. 

On the contrary, Appellants submit that Example 170 in the specification further 
discloses that, "(a)mplification is associated with overexpression of the gene product, indicating 
that the polypeptides are useful targets for therapeutic intervention in certain cancers such as 
colon, lung, breast and other cancers and diagnostic determination of the presence of those 
cancers" (emphasis added). Besides, Appellants have submitted ample evidence (discussed 
below) to show that, in general, if a gene is amplified in cancer, it is "more likely than not" likely 
that the encoded protein will also be expressed at an elevated level. 

For support, Appellants presented the articles by Orntoft et al, Hyman et al, and Pollack 
et al. (made of record in Appellants' Response filed August 3, 2004), who collectively teach that 
in general for most genes, DNA amplification increases mRNA expression . The results 
presented by Orntoft et al, Hyman et al, and Pollack et al. are based upon wide ranging 
analyses of a large number of tumor associated genes. Orntoft et al. studied transcript levels of 
5600 genes in malignant bladder cancers, many of which were linked to the gain or loss of 
chromosomal material, and found that in general (18 of 23 cases) chromosomal areas with more 
than 2-fold gain of DNA showed a corresponding increase in mRNA transcripts. Hyman et al. 
compared DNA copy numbers and mRNA expression of over 12,000 genes in breast cancer 
tumors and cell lines, and found that there was evidence of a prominent global influence of copy 
number changes on gene expression levels. In Pollack et al, the authors profiled DNA copy 
number alteration across 6,691 mapped human genes in 44 predominantly advanced primary 
breast tumors and 10 breast cancer cell lines, and found that on average, a 2-fold change in DNA 
copy number was associated with a corresponding 1 .5-fold change in mRNA levels. In summary, 
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the evidence supports the Appellants' position that gene amplificatio n is more likely than not 
predictive of increased mRNA and polypeptide levels. 

Second, the Declaration of Dr. Paul Polakis (made of record in Appellants' Response 
filed August 3, 2004), principal investigator of the Tumor Antigen Project of Genentech, Inc., 
the assignee of the present application, explains that in the course of Dr. Polakis' research using 
microarray analysis, he and his co-workers identified approximately 200 gene transcripts that are 
present in human tumor cells at significantly higher levels than in corresponding normal human 
cells. Appellants submit that Dr. Polakis' Declaration was presented to support the position that 
there is a correlation between mRNA levels and polypeptide levels, the correlation between gene 
amplification and mRNA levels having already been established by the data shown in the Orntoft 
et al, Hyman et al, and Pollack et al. articles. Appellants further emphasize that the opinions 
expressed in the Polakis Declaration, including in the above quoted statement, are all based on 
factual findings. For instance, antibodies binding to about 30 of these tumor antigens were 
prepared, and mRNA and protein levels were compared. In approximately 80% of the cases , the 
researchers found that increases in the level of a particular mRNA correlated with changes in the 
level of protein expressed from that mRNA when human tumor cells are compared with their 
corresponding normal cells . Therefore, Dr. Polakis' research, which is referenced in his 
Declaration, shows that, in general there is a correlation between increased mRNA and 
polypeptide levels . 

Appellants further note that the sale of gene expression chips to measure mRNA levels is 
a highly successful business, with a company such as Affymetrix recording 168.3 million dollars 
in sales of their GeneChip® arrays in 2004. Clearly, the resear ch community believe that the 
information obtained from these chips is useful (i.e., that it is more likely than not that the results 
are informative of protein levels). 

Taken together, all of the submitted evidence supports the Appellants' position that, m 
the majority of amplified genes , increased gene amplification levels, more likely than not, predict 
increased mRNA and polypeptide levels, which clearly meets the utility standards described 
above. Hence, one of skill in the art would reasonably expect that, based on the gene 
amplification data of the PRO 1097 gene, the PRO 1097 polypeptide is concomitantly 
overexpressed in the lung or colon tumors studied as well. 
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Appellants further submit that, even if there were no correlation between gene 
amplification and increased mRNA/protein expression, (which Appellants expressly do not 
concede), a polypeptide encoded by an amplified gene in cancer would still have a specific, 
substantial, and credible utility as explained below. As the Declaration of Dr. Avi Ashkenazi 
(submitted with Appellants' Response filed August 3, 2004) explains: 

"even when amplification of a cancer marker gene does not result in significant over- 
expression of the corresponding gene product, this very absence of gene product over- 
expression still provides significant information for cancer diagnosis and treatment." 

Thus, even if over-expression of the gene product does not parallel gene amplification in 
certain tumor types, parallel monitoring of gene amplification and gene product over-expression 
enables more accurate tumor classification and hence better determination of suitable therapy. In 
addition, absence of over-expression is crucial information for the practicing clinician. If a gene 
is amplified in a tumor, but the corresponding gene product is not over-expressed, the clinician 
will decide not to treat a patient with agents that target that gene product. This not only saves 
money, but also has the benefit that the patient can avoid exposure to the side effects associated 
with such agents. 

This utility is further supported by the teachings of the article by Hanna and Mornin. 
(Pathology Associates Medical Laboratories, August (1999), submitted with the Response filed 
August 3, 2004). The article teaches that the HER-2/neu gene has been shown to be amplified 
and/or over-expressed in 10%-30% of invasive breast cancers and in 40%-60% of intraductal 
breast carcinomas. Further, the article teaches that diagnosis of breast cancer includes testing 
both the amplification of the HER-2/neu gene (by FISH) as well as the over-expression of the 
HER-2/neu gene product (by EHC). Even when the protein is not over-expressed, the assay 
relying on both tests leads to a more accurate classification of the cancer and a more effective 
treatment of it. 

The Examiner asserts that, 

"Hanna et al. supports the instant rejection, in that Hanna et al. show that gene 
amplification does not reliably correlate with polypeptide overexpression, and thus the 
level of polypeptide expression must be tested empirically." (Page 8 of the Final Office 
Action mailed October 18, 2004). 
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Appellants respectfully point out that the Examiner appears to have misread Hanna et al. Hanna 
et al. clearly state that gene amplification (as measured by FISH) and polypeptide expression (as 
measured by immunohistochemistry, IHC) are well correlated ("in general, FISH and IHC results 
correlate well" (Hanna et al. p. 1, col. 2)). It is only a subset of tumors which show discordant 
results. Thus, Hanna et al. support Appellants' position rather well that it is more likely than not 
that gene amplification correlates with increased polypeptide expression. The Examiner appears 
to view such testing described in the Ashkenazi Declaration and the Hanna paper as experiments 
involving further characterization of the PRO 1097 polypeptide itself. On the contrary, such 
testing is for the purpose of characterizing not the PRO 1097 polypeptide, but the tumors in 
which the gene encoding PRO 1097 is amplified. That is, such further testing or research is for 
the purpose of characterizing the tumors into medically relevant categories in which the gene 
encoding PRO 1097 is/is not amplified, and such techniques were routine in the art of clinical 
oncology at the time of filing of the instant application, as evidenced by the teaching of Hanna 
and Mornin. 

Thus, based on the asserted utility for PRO1097 in the diagnosis of selected lung or colon 
tumors, the reduction to practice of the instantly claimed protein sequence of SEQ ID NO: 349 in 
the present application (also see page 305), the disclosure of the step-by-step protocols for 
making chimeric PRO polypeptides, including those wherein the heterologous polypeptide is an 
epitope tag or an Fc region of an immunoglobulin in the specification (at page 374, lines 24 to 
page 375, line 9), the disclosure of a step-by-step protocol for making and expressing PRO1097 
in appropriate host cells (in Examples 140-143 and page 376, line 12), the step-by-step protocol 
for the preparation, isolation and detection of monoclonal, polyclonal and other types of 
antibodies against the PRO1097 protein in the specification (at pages 390-395) and the 
disclosure of the gene amplification assay in Example 170, the skilled artisan would know 
exactly how to make and use the claimed polypeptide for the diagnosis of lung or colon cancers. 
Appellants submit that based on the detailed information presented in the specification and the 
advanced state of the art in oncology, the skilled artisan would have found such testing routine 
and not 'undue'. 

Contrary to the Appellants assertion of utility, however, the Examiner alleges that the 
gene amplification results presented in Example 170 does not render the presently claimed 
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polypeptides patentably useful, and, finds the declaratory evidence presented in this case, for 
what Appellants consider legally inappropriate reasons, "non-persuasive". 

Regarding the non-acceptance of the Polakis and Ashkenazi declarations by the 
Examiner, Appellants respectfully draw the Examiner's attention to case law that clearly 
establishes that in considering affidavit evidence, the Examiner must consider all of the evidence 
of record anew (In reRinehart, 531 F.2d 1084, 189 USPQ 143 (C.C.P.A. 1976) and/« re 
Piasecki, 745 F.2d. 1015, 226 USPQ 881 (Fed. Cir. 1985)). "After evidence or argument is 
submitted by the applicant in response, patentability is determined on the totality of the record, 
by a preponderance of the evidence with due consideration to persuasiveness of argument" (In re 
Alton, 37 USPQ2d 1578 (Fed. Cir 1966) at 1584 quoting In re Oetiker, 977 F.2d 1443, 1445, 24 
USPQ2d 1443, 1444 (Fed. Cir. 1992)). Furthermore, the Federal Court of Appeals held in In re 
Alton, "We are aware of no reason why opinion evidence relating to a fact issue should not be 
considered by an examiner" (In re Alton, supra.). Appellants further draw the Examiner's 
attention to the Utility Examination Guidelines (Part IB, 66 Fed. Reg. 1098 (2001)) which 
states, 

"Office personnel must accept an opinion from a qualified expert that is based upon 
relevant facts whose accuracy is not being questioned; it is improper to disregard the 
opinion solely because of a disagreement over the significance or meaning of the facts 
offered." 

The statement in question from the Polakis Declaration that "it is my considered scientific 
opinion that for human genes, an increased level of mRNA in a tumor cell relative to a normal 
cell typically correlates to a similar increase in abundance of the encoded protein in the tumor 
cell relative to the normal cell" is based on his own experimental findings, which is clearly set 
forth in the Declaration. Further, the teachings of Ashkenazi were supported by the Her-2/neu 
gene example in Hanna and Mornin. Accordingly, the fact-based conclusions of Dr. Polakis and 
Dr. Ashkenazi would be considered reasonable and accurate by one skilled in the art. Thus, 
barring evidence to the contrary, Appellants maintain that the fold amplification disclosed for the 
PRO 1097 gene is significant and forms the basis for the utility claimed for the PRO 1097 
polypeptide herein. 

Therefore, since the instantly claimed invention is supported by either a credible, specific 
and substantial asserted utility or a well-established utility, and since the present specification 
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clearly teaches one skilled in the art "how to make and use" the claimed invention without undue 
experimentation, Appellants respectfully request reconsideration and reversal of this outstanding 
rejections under 35 U.S.C. §101 and §112, First Paragraph to Claims 119-126 and 129-131. 

ISSUE 3: Claims 119-126 satisfy the written description requirement of 35 U.S.C. §112, 
First Paragraph 

Claims 1 19-126 stand rejected under 35 U.S.C. §112, first paragraph as allegedly 
containing "subject matter which was not described in the specification in such a way as to 
reasonably convey to one skilled in the relevant art that the inventor(s), at the time the 
application was filed, had possession of the claimed invention." In particular, the Examiner has 
asserted that "Applicants have not described or shown possession of all polypeptides 80-99% 
homologous to SEQ ID NO:349, that still retain the function of SEQ ID NO: 349. Nor have 
Applicants described a representative number of species that have 80-99% homology to SEQ ID 
NO: 349, such that it is clear that they were in possession of a genus of polypeptides functionally 
similar to SEQ ID NO: 349" (Page 9 of the Final Office Action mailed October 20, 2004). 

Appellants respectfully disagree. 

A. The Legal Test for Written Description 

The well-established test for sufficiency of support under the written description 
requirement of 35 U.S.C. §112, first paragraph is "whether the disclosure of the application as 
originally filed reasonably conveys to the artisan that the inventor had possession at that time of 
the later claimed subject matter, rather than the presence or absence of literal support in the 
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specification for the claim language." ' The adequacy of written description support is a 
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factual issue and is to be determined on a case-by-case basis. The factual determination m a 



In re Kaslow, 707 F.2d 1366, 1374, 212 USPQ 1089, 1096 (Fed. Cir. 1983). 
19 See also Vas-Cath, Inc. v. Mahurkar, 935 F.2d at 1563, 19 USPQ2d at 1 1 16 (Fed. Cir. 

1991). 
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See e.g., Vas-Cath, 935 F.2d at 1563; 19 USPQ2d at 1 1 16. 
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written description analysis depends on the nature of the invention and the amount of knowledge 
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imparted to those skilled in the art by the disclosure. ' 

23 

In Environmental Designs, Ltd. v. Union Oil Co., , the Federal Circuit held, "Factors 
that may be considered in determining level of ordinary skill in the art include (1) the educational 
level of the inventor; (2) type of problems encountered in the art; (3) prior art solutions to those 
problems; (4) rapidity with which innovations are made; (5) sophistication of the technology; 

24 

and (6) educational level of active workers in the field." Further, the "hypothetical 'person 
having ordinary skill in the art' to which the claimed subject matter pertains would, of necessity 
have the capability of understanding the scientific and engineering principles applicable to the 
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pertinent art ." ' 



B. The Disclosure Provides Sufficient Written Description for the Claimed 
Invention 

Appellants respectfully submit that the instant specification evidences the actual 
reduction to practice of the amino acid sequence of SEQ ID NO: 349. Appellants also submit 
that the specification provides ample written support for determining percent sequence identity 
between two amino acid sequences (See pages 306-308, line 14 onwards). In fact, the 
specification teaches specific parameters to be associated with the term "percent identity" as 
applied to the present invention. The specification further provides detailed guidance as to 
changes that may be made to a PRO polypeptide without adversely affecting its activity (page 

21 Union Oil v. Atlantic Richfield Co., 208 F.2d 989, 996 (Fed. Cir. 2000). 

22 See also M.P.E.P. §2163 11(A). 

23 713 F.2d 693, 696, 218 USPQ 865, 868 (Fed. Cir. 1983), cert, denied, 464 U.S. 1043 

(1984). 

24 See also M.P.E.P. §2141.03. 

25 Ex parte Hiyamizu, 10 USPQ2d 1393, 1394 (Bd. Pat. App. & Inter. 1988) (emphasis 

added). 

26 See also M.P.E.P. §2141.03. 
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372, line 36 to page 373, line 17). This guidance includes a listing of exemplary and preferred 
substitutions for each of the twenty naturally occurring amino acids (Table 6, page 372). 
Accordingly, one of skill in the art could identify whether the variant PRO 1097 sequence falls 
within the parameters of the claimed invention. Once such an amino acid sequence was 
identified, the specification sets forth methods for making the amino acid sequences (see page 
376, line 9) and methods of preparing the PRO polypeptides (see Example 140-143). 

Currently pending Claims 1 19-126 recite the functional limitation that the nucleic acid 
encoding the claimed polypeptides are amplified in lung or colon tumors. Appellants further 
submit that the specification provides ample written support for detecting and quantifying 
amplification of such nucleic acids in several tumors and/or cell lines as described in Example 
170. Example 170 of the present application provides step-by-step guidelines and protocols for 
the gene amplification assay. By following this disclosure, one skilled in the art would know 
that it is easy to test whether a gene encoding a variant PRO 1097 protein is amplified in lung or 
colon tumors by the methods set forth in Example 170. 

Thus, the genus of polypeptides with at least 80% sequence identity to SEQ ID NO: 349, 
which possess the functional property of having a nucleic acid which is amplified in lung or 
colon tumor would meet the requirement of 35 U.S.C. §112, first paragraph, as providing 
adequate written description. Accordingly, one skilled in the art would have known that 
Appellants had knowledge and possessed the claimed polypeptides with 80-99% sequence 
identity to SEQ ID NO: 349 whose encoding nucleic acids were amplified in lung or colon 
tumors. The recited property of amplification of the encoding gene adds to the characterization 
of the claimed polypeptide sequences in a manner that one of skill in the art could readily assess 
and understand. 

As discussed above, Appellants have recited structural features, namely, 80% sequence 
identity to SEQ ID NO: 349, which are common to the genus. Appellants have also provided 
guidance as to how to make the recited variants of SEQ ED NO: 349, including listings of 
exemplary and preferred sequence substitutions. The genus of claimed polypeptides is further 
defined by having a specific functional activity for the encoding nucleic acids. Accordingly, a 
description of the claimed genus has been achieved. 

For the above reasons, the specification provides adequate written description for 
polypeptides having at least 80% identity to SEQ ID NO: 349 wherein the nucleic acid encoding 
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the polypeptide is amplified in lung or colon tumor. Accordingly, Appellants respectfully 
request reconsideration and reversal of the written description rejection of Claims 1 19-126 under 
35 U.S.C. §112, first paragraph. 



CONCLUSION 



For the reasons given above, Appellants submit that present specification clearly 
describes, details and provides a patentable utility for the claimed invention. Moreover, it is 
respectfully submitted that based upon this disclosed patentable utility, the present specification 
clearly teaches "how to use" the presently claimed polypeptide. As such, Appellants respectfully 
request reconsideration and reversal of the outstanding rejection of claims 1 19-126 and 129-13 1. 
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IX. CLAIMS APPENDIX 
Claims on Appeal 

119. An isolated polypeptide having at least 80% amino acid sequence identity to: 

(a) the amino acid sequence of the polypeptide of SEQ ID NO:349; 

(b) the amino acid sequence of the polypeptide of SEQ ID NO:349, lacking its 
associated signal peptide; or 

(c) the amino acid sequence of the polypeptide encoded by the full-length coding 
sequence of the cDNA deposited under ATCC accession number 203044; 

wherein, the nucleic acid encoding said polypeptide is amplified in lung or colon cancer. 

120. An isolated polypeptide having at least 85% amino acid sequence identity to: 

(a) the amino acid sequence of the polypeptide of SEQ ID NO:349; 

(b) the amino acid sequence of the polypeptide of SEQ ID NO:349, lacking its 
associated signal peptide; or 

(c) the amino acid sequence of the polypeptide encoded by the full-length coding 
sequence of the cDNA deposited under ATCC accession number 203044; 

wherein, the nucleic acid encoding said polypeptide is amplified in lung or colon cancer. 

121. (Currently amended) An isolated polypeptide having at least 90% amino acid sequence 
identity to: 

(a) the amino acid sequence of the polypeptide of SEQ ID NO:349; 

(b) the amino acid sequence of the polypeptide of SEQ ID NO: 349, lacking its 
associated signal peptide; or 

(c) the amino acid sequence of the polypeptide encoded by the full-length coding 
sequence of the cDNA deposited under ATCC accession number 203044; 

wherein, the nucleic acid encoding said polypeptide is amplified in lung or colon cancer. 

122. (Currently amended) An isolated polypeptide having at least 95% amino acid sequence 
identity to: 

(a) the amino acid sequence of the polypeptide of SEQ ID NO: 3 49; 
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(b) the amino acid sequence of the polypeptide of SEQ ID NO:349, lacking its 
associated signal peptide; or 

(c) the amino acid sequence of the polypeptide encoded by the full-length coding 
sequence of the cDNA deposited under ATCC accession number 203044; 

wherein, the nucleic acid encoding said polypeptide is amplified in lung or colon cancer. 

123. (Currently amended) An isolated polypeptide having at least 99% amino acid sequence 
identity to: 

(a) the amino acid sequence of the polypeptide of SEQ ID NO:349; 

(b) the amino acid sequence of the polypeptide of SEQ ID NO:349, lacking its 
associated signal peptide; or 

(c) the amino acid sequence of the polypeptide encoded by the full-length coding 
sequence of the cDNA deposited under ATCC accession number 203044; 

wherein, the nucleic acid encoding said polypeptide is amplified in lung or colon cancer. 

124. An isolated polypeptide comprising: 

(a) the amino acid sequence of the polypeptide of SEQ ID NO: 349; 

(b) the amino acid sequence of the polypeptide of SEQ ID NO: 349, lacking its 
associated signal peptide; 

(c) the amino acid sequence of the polypeptide encoded by the full-length coding 
sequence of the cDNA deposited under ATCC accession number 203044; 

wherein, the nucleic acid encoding said polypeptide is amplified in lung or colon cancer. 

125. The isolated polypeptide of Claim 124 comprising the amino acid sequence of the 
polypeptide of SEQ ID NO: 349. 



126. The isolated polypeptide of Claim 124 comprising the amino acid sequence of the 
polypeptide of SEQ ID NO: 349, lacking its associated signal peptide. 

129. The isolated polypeptide of Claim 124 comprising the amino acid sequence of the 

polypeptide encoded by the full-length coding sequence of the cDNA deposited under 
ATCC accession number 203044. 
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130. A chimeric polypeptide comprising a polypeptide according to Claim 124 fused to a 
heterologous polypeptide. 

131. The chimeric polypeptide of Claim 1 30, wherein said heterologous polypeptide is an 
epitope tag or an Fc region of an immunoglobulin. 
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1. Declaration of Paul Polakis, Ph.D. under 35 C.F.R. 1.132. 

2. Declaration of Avi Ashkenazi, Ph.D. under 35 C.F.R. 1.132. 

3. Declaration of Audrey Goddard, Ph.D. under 35 C.F.R. 1.132. 

4. Orntoft et al, 2002, Mol. and Cell. Proteomics, Vol.1, pages 37-45. 

5. Hyman et al, Cancer Res., 2002, Vol. 62, pages 6240-45. 

6. Pollack etal, PNAS, 2002, Vol. 99, pages 12963-12968. 

7. Hanna and Mornin, 1999, Pathology Associates Medical Laboratories. 

8. Hittelman et al. 2001, Ann. N.Y. Acad. Sci. 952: 1-12. 

9. Crowell et al. 1996, Cancer Epidemiol., 5: 631-37. 

10. Skolnick et al, 2000, Trends in Biotech., 18:34-39. 

11. Bork et al, 2000, Genome Res. 10: 398-400. 

12. Doerks et al, 1998, Trends in Genetics, 14: 248-250. 

13. Hesselgesser et al, 1997, Meth. in Enzymol., 287: 59-69. 

14. Blease et al, 2000, Resp. Res., 1(1): 54-61. 

15. Smith etal, 1997, Nat. Biotechnol., 15: 1222-23. 

16. Brenner etal, 1999, Trends in Genetics, 15: 132-133. 

17. Pennica et al, Proc. Nat. Acad. Sci., 1998, Vol. 95, pages 141097-722. 

18. Haynes et al, Electrophoresis, 1998, Vol. 19, pages 1862-71. 

19. Hu et al, J. Proteome Res., 2003, Vol. 2, pages 405-412. 

Items 1, 2, 4-7 were submitted with Appellants' Response filed August 3, 2004, and were 
considered by the Examiner as indicated in the Final Office action mailed October 18, 2004. 

Item 3 is hereby submitted with the Appellants' brief. As indicated above, this declaration was 
not presented earlier because the issue whether the "fold increase" in the gene amplification 
assay was "significant" was not raised earlier. However, Appellants believe that presentation of 
the Goddard Declaration as evidence that the "increase in DNA" in the gene amplification assay 
is significant is necessary in this case and presents the case in better form for appeal. Its 
consideration is respectfully requested. 
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Items 8-16 were made of record by the Examiner in the Office Action mailed May 3, 2004. 

Items 17-19 were made of record by the Examiner in the Final Office Action mailed October 18, 
2004. 
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DECLARATION OF AUDREY D. GODDARD, Ph.D UNDER 37 C.F.R. § 1.132 

Assistant Commissioner of Patents 
Washington, DC. 20231 

Sir: 

I, Audrey D. Goddard, Ph.D. do hereby declare and say as follows: 

1. I am a Senior Clinical Scientist at the Experimental Medicine/BioOncology, Medical 
Affairs Department of Genentech, Inc., South San Francisco, California 94080. 

2. Between 1 993 and 200 1 , 1 headed the DNA Sequencing Laboratory at the Molecular 
Biology Department of Genentech, Inc. During this time, my responsibilities included the 
identification and characterization of genes contributing to the oncogenic process, and determination 
of the chromosomal localization of novel genes. 

3. My scientific Curriculum Vitae, including my list of publications, is attached to and 
forms part of this Declaration (Exhibit A). 



I 



Serial No.: * 
Filed: * 

4. I am familiar with a variety of techniques known in the art for detecting and 
quantifying the amplification of oncogenes in cancer, including the quantitative TaqMan PCR (i.e., 
"gene amplification") assay described in the above captioned patent application. 

5. The TaqMan PCR assay is described, for example, in the following scientific 
publications: Higuchi et al, Biotechnology 10:413-417 (1992) (Exhibit B); Livak et al, PCR 
Methods AppL 4:357-362 (1995) (Exhibit C) and Heid et al, Genome Res. 6:986-994 (1996) 
(Exhibit D). Briefly, the assay is based on the principle that successful PCR yields a fluorescent 
signal due to Taq DNA polymerase-mediated exonuclease digestion of a fluorescently labeled 
oligonucleotide that is homologous to a sequence between two PCR primers. The extent of 
digestion depends directly on the amount of PCR, and can be quantified accurately by measuring the 
increment in fluorescence that results from decreased energy transfer. This is an extremely sensitive 
technique, which allows detection in the exponential phase of the PCR reaction and, as a result, 
leads to accurate determination of gene copy number. 

6. The quantitative fluorescent TaqMan PCR assay has been extensively and 
successfully used to characterize genes involved in cancer development and progression. 
Amplification of protooncogenes has been studied in a variety of human tumors, and is widely 
considered as having etiological, diagnostic and prognostic significance. This use of the quantitative 
TaqMan PCR assay is exemplified by the following scientific publications: Pennica et al., Proc. 
Natl. Acad. Sci. USA 95(25):14717-14722 (1998) (Exhibit E); Pitti et al. Nature 
396(6712);699-703 (1998) (Exhibit F) and Bieche et al, Int. J. Cancer 78:661-666 (1998) (Exhibit 
G), the first two of which I am co-author. In particular, Pennica et al have used the quantitative 
TaqMan PCR assay to study relative gene amplification of WISP and c-myc in various cell lines, 
colorectal tumors and normal mucosa. Pitti et al studied the genomic amplification of a decoy 
receptor for Fas ligand in lung and colon cancer, using the quantitative TaqMan PCR assay. Bieche 
et al used the assay to study gene amplification in breast cancer. 



Serial No.: * 
Filed: * 

7. It is my personal experience that the quantitative TaqMan PCR technique is 
technically sensitive enough to detect at least a 2-fold increase in gene copy number relative to 
control. It is further my considered scientific opinion that an at least 2-fold increase in gene copy 
number in a tumor tissue sample relative to a normal (i.e., non-tumor) sample is significant and 
useful in that the detected increase in gene copy number in the tumor sample relative to the normal 
sample serves as a basis for using relative gene copy number as quantitated by the TaqMan PCR 
technique as a diagnostic marker for the presence or absence of tumor in a tissue sample of unknown 
pathology. Accordingly, a gene identified as being amplified at least 2-fold by the quantitative 
TaqMan PCR assay in a tumor sample relative to a normal sample is useful as a marker for the 
diagnosis of cancer, for monitoring cancer development and/or for measuring the efficacy of cancer 
therapy. 

8. I declare further that all statements made herein of my own knowledge are true and 
that all statements made on information and belief are believed to be true. I declare that these 
statements were made with the knowledge that willful false statements and the like so made are 
punishable by fine or imprisonment, or both, under Section 1001 of Title 18 of the United States 
Code, and that such willful false statements may jeopardize the validity of the application or any 
patent issuing thereon. 



Date 




Audrey D. Goddard, Ph.D. 



AUDREY D. GODDARD, Ph.D. 



Genentech, Inc. 
1 DNA Way 

South San Francisco, CA, 94080 

650.225.6429 

goddarda@gene.com 



PROFESSIONAL EXPERIENCE 

Genentech, Inc. 1993-present 
South San Francisco, CA 

2001 - present Senior Clinical Scientist 

Experimental Medicine / BioOncology, Medical Affairs 

Responsibilities: 

• Companion diagnostic oncology products 

• Acquisition of clinical samples from Genentech's clinical trials for translational research 

• Translational research using clinical specimen and data for drug development and 
diagnostics 

• Member of Development Science Review Committee, Diagnostic Oversight Team, 21 CFR 
Part 1 1 Subteam 

Interests: 

• Ethical and legal implications of experiments with clinical specimens and data 

• Application of pharmacogenomics in clinical trials 



1 998 - 2001 Senior Scientist 

Head of the DNA Sequencing Laboratory, Molecular Biology Department, Research 

Responsibilities: 

• Management of a laboratory of up to nineteen -including postdoctoral fellow, associate 
scientist, senior research associate and research assistants/associate levels 

• Management of a $750K budget 

• DNA sequencing core facility supporting a 350+ person research facility. 

• DNA sequencing for high throughput gene discovery, - ESTs, cDNAs, and constructs 

• Genomic sequence analysis and gene identification 

• DNA sequence and primary protein analysis 

Research: 

• Chromosomal localization of novel genes 

• Identification and characterization of genes contributing to the oncogenic process 

• Identification and characterization of genes contributing to inflammatory diseases 

• Design and development of schemes for high throughput genomic DNA sequence analysis 

• Candidate gene prediction and evaluation 



110 Congo St. 

San Francisco, CA, 94131 

415.841.9154 

415.819.2247 (mobile) 

agoddard@pacbell.net 
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1993 - 1998 



Scientist 



Head of the DNA Sequencing Laboratory, Molecular Biology Department, Research 
Responsibilities 

• DNA sequencing core facility supporting a 350+ person research facility 

• Assumed responsibility for a pre-existing team of five technicians and expanded the group 
into fifteen, introducing a level of middle management and additional areas of research 

• Participated in the development of the basic plan for high throughput secreted protein 
discovery program - sequencing strategies, data analysis and tracking, database design 

• High throughput EST and cDNA sequencing for new gene identification. 

• Design and implementation of analysis tools required for high throughput gene identification. 

• Chromosomal localization of genes encoding novel secreted proteins. 

Research: 

• Genomic sequence scanning for new gene discovery. 

• Development of signal peptide selection methods. 

• Evaluation of candidate disease genes. 

• Growth hormone receptor gene SNPs in children with Idiopathic short stature 

Imperial Cancer Research Fund 1989-1992 
London, UK with Dr. Ellen Solomon 

6/89 -12/92 Postdoctoral Fellow 

• Cloning and characterization of the genes fused at the acute promyelocytic leukemia 
translocation breakpoints on chromosomes 17 and 15. 

• Prepared a successfully funded European Union muiti-center grant application 

McMaster University 1983 
Hamilton, Ontario, Canada with Dr. G. D. Sweeney 

5/83 - 8/83: NSERC Summer Student 

• In vitro metabolism of p-naphthoflavone in C57BI/6J and DBA mice 



EDUCATION 



Ph.D. 



University of Toronto 
Toronto, Ontario, Canada. 
Department of Medical 
Biophysics. 



"Phenotypic and genotypic effects of mutations in 
the human retinoblastoma gene." 
Supervisor: Dr. R. A. Phillips 



1989 



Honours B.Sc 

'The in vitro metabolism of the cytochrome P-448 
inducer p-naphthoflavone in C57BL/6J mice." 
Supervisor: Dr. G. D. Sweeney 



McMaster University, 
Hamilton, Ontario, Canada. 
Department of Biochemistry 



1983 



Audrey D. Goddard, Ph.D page 3 of 9 



ACADEMIC AWARDS 



Imperial Cancer Research Fund Postdoctoral Fellowship 

Medical Research Council Studentship 

NSERC Undergraduate Summer Research Award 

Society of Chemical Industry Merit Award (Hons. Biochem.) 

Dr. Harry Lyman Hooker Scholarship 

J.L.W. Gill Scholarship 

Business and Professional Women's Club Scholarship 
Wyerhauser Foundation Scholarship 



1989 
1983 
1983 
1983 
1981 
1981 
1980 
1979 



1992 
1988 



1983 
1982 
1981 
1980 



INVITED PRESENTATIONS 

Genentech's gene discovery pipeline: High throughput identification, cloning and 
characterization of novel genes. Functional Genomics: From Genome to Function, Litchfield 
Park, AZ, USA. October 2000 

High throughput identification, cloning and characterization of novel genes. G2K:Back to 
Science, Advances in Genome Biology and Technology I. Marco Island, FL, USA. February 



Quality control in DNA Sequencing: The use of Phred and Phrap. Bay Area Sequencing 
Users Meeting, Berkeley, CA, USA. April 1999 

High throughput secreted protein identification and cloning. Tenth international Genome 
Sequencing and Analysis Conference, Miami, FL, USA. September 1998 

The evolution of DNA sequencing: The Genentech perspective. Bay Area Sequencing Users 
Meeting, Berkeley, CA, USA. May 1998 

Partial Growth Hormone Insensitivity: The role of GH-receptor mutations in Idiopathic Short 
Stature. Tenth Annual National Cooperative Growth Study Investigators Meeting, San 
Francisco, CA, USA. October, 1996 

Growth hormone (GH) receptor defects are present in selected children with non-GH-deficient 
short stature: A molecular basis for partial GH-insensitivity. 76 th Annual Meeting of The 
Endocrine Society, Anaheim, CA, USA. June 1994 

A previously uncharacterized gene, myl, is fused to the retinoic acid receptor alpha gene in 
acute promyelocytic leukemia. XV International Association for Comparative Research on 
Leukemia and Related Disease, Padua, Italy. October 1991 



2000 
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PATENTS 

Goddard A, Godowski PJ, Gurney AL. NL2 Tie ligand homologue polypeptide. Patent 
Number: 6,455,496. Date of Patent: Sept. 24, 2002. 

Goddard A, Godowski PJ and Gurney AL. NL3 Tie ligand homologue nucleic acids. Patent 
Number: 6,426,21 8. Date of Patent: July 30, 2002. 

Godowski P, Gurney A, Hillan KJ, Botstein D, Goddard A, Roy M, Ferrara N, Tumas D, 
Schwall R. NL4 Tie ligand homologue nucleic acid. Patent Number: 6,4137,770. Date of 
Patent: July 2, 2002. 

Ashkenazi A, Fong S, Goddard A, Gurney AL, Napier MA, Tumas D, Wood Wl. Nucleic acid 
encoding A-33 related antigen poly peptides. Patent Number: 6,410,708. Date of Patent:: 
Jun. 25, 2002. 

Botstein DA, Cohen RL, Goddard AD, Gurney AL, Hillan KJ, Lawrence DA, Levine AJ, 
Pennica D, Roy MA and Wood Wl. WISP polypeptides and nucleic acids encoding same. 
Patent Number: 6,387,657. Date of Patent: May 14, 2002. 

Goddard A, Godowski PJ and Gurney AL. Tie ligands. Patent Number: 6,372,491. Date of 
Patent: April 16, 2002. 

Godowski PJ, Gurney AL, Goddard A and Hillan K. TIE ligand homologue antibody. Patent 
Number: 6,350,450. Date of Patent: Feb. 26, 2002. 

Fong S, Ferrara N, Goddard A, Godowski PJ, Gurney AL, Hillan K and Williams PM. Tie 
receptor tyrosine kinase ligand homologues. Patent Number: 6,348,351 . Date of Patent: 
Feb. 19, 2002. 

Goddard A, Godowski PJ and Gurney AL. Ligand homologues. Patent Number: 6,348,350. 
Date of Patent: Feb. 19, 2002. 

Attie KM, Carlsson LMS, Gesundheit N and Goddard A. Treatment of partial growth 
hormone insensitivity syndrome. Patent Number: 6,207,640. Date of Patent: March 27, 
2001. 

Fong S, Ferrara N, Goddard A, Godowski PJ, Gurney AL, Hillan K and Williams PM. Nucleic 
acids encoding NL-3. Patent Number: 6,074,873. Date of Patent: June 1 3, 2000 

Attie K, Carlsson LMS, Gesunheit N and Goddard A. Treatment of partial growth hormone 
insensitivity syndrome. Patent Number: 5,824,642. Date of Patent: October 20, 1998 

Attie K, Carlsson LMS, Gesunheit N and Goddard A. Treatment of partial growth hormone 
insensitivity syndrome. Patent Number: 5,646,113. Date of Patent: July 8, 1997 

Multiple additional provisional applications filed 
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PUBLICATIONS 

Seshasayee D, Dowd P, Gu Q, Erickson S, Goddard AD Comparative sequence analysis of 
the HER2 locus in mouse and man. Manuscript in preparation. 

Abuzzahab MJ, Goddard A, Grigorescu F, Lautier C, Smith RJ and Chernausek SD. Human 
IGF-1 receptor mutations resulting in pre- and post-natal growth retardation. Manuscript in 
preparation. 

Aggarwal S, Xie, M-H, Foster J, Frantz G, Stinson J, Corpuz RT, Simmons L, Hillan K, 
Yansura DG, Vandlen RL, Goddard AD and Gurney AL. FHFR, a novel receptor for the 
fibroblast growth factors. Manuscript submitted. 

Adams SH, Chui C, Schilbach SL, Yu XX, Goddard AD, Grimaldi JC, Lee J, Dowd P, Colman 
S., Lewin DA. (2001) BFIT, a unique acyl-CoA thioesterase induced in thermogenic brown 
adipose tissue: Cloning, organization of the human gene, and assessment of a potential link 
to obesity. Biochemical Journal 360: 135-142. 

Lee J. Ho WH. Maruoka M. Corpuz RT. Baldwin DT. Foster JS. Goddard AD. Yansura DG. 
Vandlen RL. Wood Wl. Gurney AL. (2001) IL-17E, a novel proinflammatory ligand for the IL- 
17 receptor homolog IL-17RM. Journal of Biological Chemistry '276(2): 1660-1664. 

Xie M-H, Aggarwal S, Ho W-H, Foster J, Zhang Z, Stinson J, Wood Wl, Goddard AD and 
Gurney AL. (2000) Interleukin (IL)-22, a novel human cytokine that signals through the 
interferon-receptor related proteins CRF2-4 and IL-22R. Journal of Biological Chemistry 275: 
31335-31339. 

Weiss GA, Watanabe CK, Zhong A, Goddard A and Sidhu SS. (2000) Rapid mapping of 
protein functional epitopes by combinatorial alanine scanning. Proc. Nail. Acad. Sci. USA 37: 
8950-8954. 

Guo S, Yamaguchi Y, Schilbach S, Wada T.;Lee J, Goddard A, French D , Hahda H, 
Rosenthal A. (2000) A regulator of transcriptional elongation controls vertebrate neuronal 
development. Nature 408: 366-369. 

Yan M, Wang L-C, Hymowitz SG, Schilbach S, Lee J, Goddard A, de Vos AM, Gao WQ, Dixit 
VM. (2000) Two-amino acid molecular switch in an epithelial morphogen that regulates 
binding to two distinct receptors. Science 290: 523-527. 

Sehl PD, Tai JTN, Hillan KJ, Brown LA, Goddard A, Yang R, Jin H and Lowe DG. (2000) 
Application of cDNA microarrays in determining molecular phenotype in cardiac growth, 
development, and response to injury. Circulation 101: 1990-1999. 

Guo S, Brush J, Teraoka H, Goddard A, Wilson SW, Mullins MC and Rosenthal A. (1999) 
Development of noradrenergic neurons in the zebrafish hindbrain requires BMP, FGF8, and 
the homeodomain protein soulless/Phox2A. Neuron 24: 555-566. 

Stone D, Murone, M, Luoh, S, Ye W, Armanini P, Gurney A, Phillips HS, Brush, J, Goddard 
A, de Sauvage FJ and Rosenthal A. (1999) Characterization of the human suppressor of 
fused; a negative regulator of the zinc-finger transcription factor Gli. J. Cell Sci. 112: 4437- 
4448. 

Xie M-H, Holcomb I, Deuel B, Dowd P, Huang A, Vagts A, Foster J, Liang J, Brush J, Gu Q, 
Hillan K, Goddard A and Gurney, A.L. (1999) FGF-19, a novel fibroblast growth factor with 
unique specificity for FGFR4. Cytokine 1 1 : 729-735. 
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Yan M, Lee J, Schilbach S, Goddard A and Dixit V. (1999) mE10, a novel caspase 
recruitment domain-containing proapoptotic molecule. J. Biol. Chem. 274(15): 10287-10292. 

Gurney AL, Marsters SA, Huang RM, Pitti RM, Mark DT, Baldwin DT, Gray AM, Dowd P, 
Brush J, Heldens S, Schow P, Goddard AD, Wood Wl, Baker KP, Godowski PJ and 
Ashkenazi A. (1999) Identification of a new member of the tumor necrosis factor family and its 
receptor, a human ortholog of mouse GITR. Current Biology 9(4): 215-218. 

Ridgway JBB, Ng E, Kern JA ,Lee J, Brush J, Goddard A and Carter P. (1999) Identification 
of a human anti-CD55 single-chain Fv by subtractive panning of a phage library using tumor 
and nontumor cell lines. Cancer Research 59: 271 8-2723. 

Pitti RM, Marsters SA, Lawrence DA, Roy M, Kischkel FC, Dowd P, Huang A, Donahue CJ, 
Sherwood SW, Baldwin DT, Godowski PJ, Wood Wl, Gurney AL, Hillan KJ, Cohen RL, 
Goddard AD, Botstein D and Ashkenazi A. (1998) Genomic amplification of a decoy receptor 
for Fas ligand in lung and colon cancer. Nature 396(6712): 699-703. 

Pennica D, Swanson TA, Welsh JW, Roy MA, Lawrence DA, Lee J, Brush J, Taneyhill LA, 
Deuel B, Lew M, Watanabe C, Cohen RL, Melhem MF, Finley GG, Quirke P, Goddard AD, 
Hillan KJ, Gurney AL, Botstein D and Levine AJ. (1998) WISP genes are members of the 
connective tissue growth factor family that are up-regulated in wnt-1 -transformed cells and 
aberrantly expressed in human colon tumors. Proc. Natl. Acad. Sci. USA. 95(25): 14717- 
14722. 

Yang RB, Mark MR, Gray A, Huang A, Xie MH, Zhang M, Goddard A, Wood Wl, Gurney AL 
and Godowski PJ. (1998) Toll-like receptor-2 mediates lipopolysaccharide-induced cellular 
signalling. Nature 395(6699): 284-288. 

Merchant AM, Zhu Z, Yuan JQ, Goddard A, Adams CW, Presta LG and Carter P. (1998) An 
efficient route to human bispecific IgG. Nature Biotechnology] 6(7): 677-681. 

Marsters SA, Sheridan JP, Pitti RM, Brush J, Goddard A and Ashkenazi A. (1998) 
Identification of a ligand for the death-domain-containing receptor Apo3. Current Biology 8(9): 
525-528. 

Xie J, Murone M, Luoh SM, Ryan A, Gu Q, Zhang C, Bonifas JM, Lam CW, Hynes M, 
Goddard A Rosenthal A, Epstein EH Jr. and de Sauvage FJ. (1998) Activating Smoothened 
mutations in sporadic basal-cell carcinoma. Nature. 391(6662): 90-92. 

Marsters SA, Sheridan JP, Pitti RM, Huang A, Skubatch M, Baldwin D, Yuan J, Gurney A, 
Goddard AD, Godowski P and Ashkenazi A. (1997) A novel receptor for Apo2L/TRAIL 
contains a truncated death domain. Current Biology. 7(12): 1003-1006. 

Hynes M, Stone DM, Dowd M, Pitts-Meek S, Goddard A, Gurney A and Rosenthal A. (1997) 
Control of cell pattern in the neural tube by the zinc finger transcription factor Gli-1. Neuron 
19:15-26. 

Sheridan JP, Marsters SA, Pitti RM, Gurney A., Skubatch M, Baldwin D, Ramakrishnan L, 
Gray CL, Baker K, Wood Wl, Goddard AD, Godowski P, and Ashkenazi A. (1997) Control of 
TRAIL-lnduced Apoptosis by a Family of Signaling and Decoy Receptors. Science 277 
(5327): 818-821. 
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Goddard AD, Dowd P, Chernausek S, Geffner M, Gertner J, Hintz R, Hopwood N, Kaplan S, 
Plotnick L, Rogol A, Rosenfield R, Saenger P, Mauras N, Hershkopf R, Angulo M and Attie, K. 
(1997) Partial growth hormone insensitivity: the role of growth hormone receptor mutations in 
idiopathic short stature. J. Pediatr. 131: S51-55. 

Klein RD, Sherman D, Ho WH, Stone D, Bennett GL, Moffat B, Vandlen R, Simmons L, Gu Q, 
Hongo JA, Devaux B, Poulsen K, Armanini M, Nozaki C, Asai N, Goddard A Phillips H, 
Henderson CE, Takahashi M and Rosenthal A. (1997) A GPI-linked protein that interacts with 
Ret to form a candidate neurturin receptor. Nature. 387(6634): 717-21. 

Stone DM, Hynes M, Armanini M, Swanson TA, Gu Q, Johnson RL, Scott MP, Pennica D, 
Goddard A, Phillips H, Noll M, Hooper JE, de Sauvage F and Rosenthal A. (1996) The 
tumour-suppressor gene patched encodes a candidate receptor for Sonic hedgehog. Nature 
384(6605): 129-34. 

Marsters SA, Sheridan JP, Donahue CJ, Pitti RM, Gray CL, Goddard AD, Bauer KD and 
Ashkenazi A. (1996) Apo-3, a new member of the tumor necrosis factor receptor family, 
contains a death domain and activates apoptosis and NF-kappa p. Current Biology 6(12): 
1669-76. 

Rothe M, Xiong J, Shu HB, Williamson K, Goddard A and Goeddel DV. (1996) l-TRAF is a 
novel TRAF-interacting protein that regulates TRAF-mediated signal transduction. Proc. Natl. 
Acad. Sci. USA 93: 8241-8246. 

Yang M, Luoh SM, Goddard A, Reilly D, Henzel W and Bass S. (1996) The bglX gene 
located at 47.8 min on the Escherichia coli chromosome encodes a periplasmic beta- 
glucosidase. Microbiology 142: 1659-65. 

Goddard AD and Black DM. (1996) Familial Cancer in Molecular Endocrinology of Cancer. 
Waxman, J. Ed. Cambridge University Press, Cambridge UK, pp. 187-21 5. 

Treanor JJS, Goodman L, de Sauvage F, Stone DM, Poulson KT, Beck CD, Gray C, Armanini 
MP, Pollocks RA, Hefti F, Phillips HS, Goddard A, Moore MW, Buj-Bello A, Davis AM, Asai N, 
Takahashi M, Vandlen R, Henderson CE and Rosenthal A. (1 996) Characterization of a 
receptor for GDNF. Nature 382: 80-83. 

Klein RD, Gu Q, Goddard A and Rosenthal A. (1996) Selection for genes encoding secreted 
proteins and receptors. Proc. Natl. Acad. Sci. USA 93: 7108-71 13. 

Winslow JW, Moran P, Valverde J, Shih A, Yuan JQ, Wong SC, Tsai SP, Goddard A, Henzel 
WJ, Hefti F and Caras I. (1995) Cloning of AL-1, a ligand for an Eph-related tyrosine kinase 
receptor involved in axon bundle formation. Neuron 14: 973-981. 

Bennett BD, Zeigler FC, Gu Q, Fendly B, Goddard AD, Gillett N and Matthews W. (1995) 
Molecular cloning of a ligand for the EPH-related receptor protein-tyrosine kinase Htk. Proc. 
Natl. Acad. Sci. USA 92: 1866-1870. 

Huang X, Yuang J, Goddard A, Foulis A, James RF, Lemmark A, Pujol-Borrell R, 
Rabinovitch A, Somoza N and Stewart TA. (1995) Interferon expression in the pancreases of 
patients with type I diabetes. Diabetes 44: 658-664. 

Goddard AD, Yuan JQ, Fairbairn L, Dexter M, Borrow J, Kozak C and Solomon E. (1995) 
Cloning of the murine homolog of the leukemia-associated PML gene. Mammalian Genome 
6:732-737. 
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Goddard AD, Covello R, Luoh SM, Clackson T, Attie KM, Gesundheit N, Rundle AC, Wells 
JA, Carlsson LMTI and The Growth Hormone Insensitivity Study Group. (1995) Mutations of 
the growth hormone receptor in children with idiopathic short stature. N. Engl. J. Med. 333: 
1093-1098. 

Kuo SS, Moran P, Gripp J, Armanini M, Phillips HS, Goddard A and Caras IW. (1994) 
Identification and characterization of Batk, a predominantly brain-specific non-receptor protein 
tyrosine kinase related to Csk. J. Neurosci. Res. 38: 705-715. 

Mark MR, Scadden DT, Wang Z, Gu Q, Goddard A and Godowski PJ. (1994) Rse, a novel 
receptor-type tyrosine kinase with homology to Axl/Ufo, is expressed at high levels in the 
brain. Journal of Biological Chemistry 269: 1 0720-1 0728. 

Borrow J, Shipley J, Howe K, Kiely F, Goddard A, Sheer D, Srivastava A, Antony AC, 
Fioretos T, Mitelman F and Solomon E. (1994) Molecular analysis of simple variant 
translocations in acute promyelocytic leukemia. Genes Chromosomes Cancer 9: 234-243. 

Goddard AD and Solomon E. (1993) Genetics of Cancer. Adv. Hum. Genet. 21: 321-376. 

Borrow J, Goddard AD, Gibbons B, Katz F, Swirsky D, Fioretos T, Dube I, Winfield DA, 
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Oligonucleotides with Fluorescent Dyes at 
Opposite Ends Provide a Quenched Probe 
System Useful for Detecting PCR Product 
and Nucleic Acid Hybridization 

Kenneth J. Lfvak, Susan J.A. Flood, Jeffrey Marmaro, William Giusti, and Karin Deetz 
Pcrkln-Elmcr, Applied Hi wy stems Division, Hosier City, California 94404 



; The 5' nudes Ml PCR ttiijr detects the 
'. Accumulation of specific PCR product 
1 by hybridization and cleavage of a 
double-labeled fluoragentc probe 
during the ampliftcatlon reaction. 
The probe Is an oligonucleotide with 
both a r«port«r fluorescent dye and a 
quencher dye attached. An Increase 
In reporter fluorescence Intensity In- 
dicates that the probe has hybridized 
to the target PCR product and h«» 
been cleaved by the nude- 
olytlc activity of Too DNA polymerase. 
In this study, probes with the 
quencher dye attached to an Internal 
nucleotide were compared with 
probes with the quencher dye at- 
tached to the i'-end nucleotide. In all 
cases, the reporter dye was attached 
to the 5' end. All Intact probes 
showed quenching of the reporter 
fluorescence. In general, probes with 
the quencher dye attached to the 3'- 
end nucleotide exhibited a larger sig- 
nal in the 5' nucleate PCR assay than 
the Internally labeled probes. It Is 
proposed that the larger signal Is 
caused by Increased likelihood »r 
cleavage by Taq DNA polymerase 
when the probe Is hybridized to a 
template strand during PCR. Probes 
with the quencher dye attached to 
the 3 '-end nucleotide also exhibited 
an Increase In reporter fluorescence 
Intensity when hybridised to a com- 
plementary strand. Titus, oligonucle- 
otides with reporter and quencher 
dyes attached at opposite ends can 
be used as homogeneous hybrldlm- 



homogonoout assay for delecting 
11k* MvuirHilatioii of specific 1HJR prod- 
uct that uses a double-labeled fluoro- 
genic probe was dc-.sv-rilx.il by Lee et ai/" 
The assay exploits the 5' • > 3' nucle- 
olyllc activity of Taq UNA poly- 
lllelaatr <7 •' ,, mid Js diagramed In 1'igure 1. 
The fluoroeemV' piuln: ttiu&ists of an qll- 
gonudcotidc> will* u reporter fluorescent 
dye, >uili a«, a fluorescein, attached To 
ill* 5' emi; and a quencher dye, such as a 
rhodamino, -Hi ached Internally, When 
tlie fluorescein is excited by Irradiation, 
lis fluorescent emission will he 
quenched if die iliodamiiic Is close 
enough to be excited through the pro- 
cess of fluorescence energy txansler 
(MT). H -» During PCR, if the probe is hy- 
bridized to a template »li«wd, Taq DNA 
polymerase will cleave the probe be- 
cause of its inherent .V 3' nucleolytic 
activity. If the cleavage occurs between 
UlC fluorescein and rhodamlnc dyes, it 
causes an increase in fJuoicsvein fluores- 
cence intensity because the fluorescein 
is no longer quenched. The Increase in 
fluorescein fluorescence Intensity Indi- 
cates ilmt tin: probc-spedflc I*CR product 
has ln:«ri generated. Thus, PET between a 
lepoitei dye anil a quencher dye is criti- 
cal to the performance of the. piube lu 
Ihe S' liutltfdai.- PCR a.v\uy. 

CJucnr.hing is completely dependent 
on the physical proximity Of thv two 
dycs. w Because of this, it has been bv 
sumcd that the quencher dye mu»l be 
attached neat the £' end. Surprisingly, 
we liave found that attaching a rho- 
daiuiitc dye nl lite 3' end of a pu,ln? 



PCR assay, llirthcrinore, cleavage of this 
type of probe, is not required to achieve 
some reduction In quenching.. Oligonu- 
cleotides with a reporter dye on the 5' 
end and a quencher dye. on the 3' end 
exhibit o much higher reporter fluoros- 
Cence when dnutile-straiided as com- 
pared with single-stranded. Tliis should 
make it possible to use this type of dou- 
ble-labeled probe for homogeneous de- 
tection of nucleic acid HyliriilizaTlon. 



MATERIALS AND METHODS 
Oligonucleotides 

Table 1 shows the nucleotide sequence 
of the oligonucleotides used In this 
Study. Linker arm nucleotide (LAN) 
phosphoramidhc was obtained from 
(iJcn Research. The standard DNA plios- 
phoramiditcs, 6-carboxyfluorescoin (6- 
FAM) phosphoramldite, 6-carboxytet- 
ramcthylrhodamlne succinimldyl cstCf 
(TAMRA NHS ester), and Phosphalink 
for attaching a ^'-blocking phosphate, 
were obtained horn Po.rklli-Elmer, Ap- 
plied Biosyslems Division. Oligonucle- 
otide synthesis was performed using an 
AM model 394 DNA synthesiser (Applied 
Biosystems). Frimer and complement 
oligonucleotides were purified using 
Oligu Purification Cartridges (Applied 
Biosystems). Dwublc-luln-.k-.d probes were 
xynilicjb.ed with 6-PAM-labeled phos- 
plioidtiiidilt: at (lie ,V end, IAN replacing 
on*! of the T*s in the sequence, and Phos- 
phalink at the 3' end. Following de- 
pn>tto.tli>ii and rilmmil precipitation, 
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FICURE 1 Diagram of 5' nuclease assay. Stepwise representation of the 5' 3' nucleojytic ao 
tivity of Taq UNA polymerase acting en a fiuoru K cnk probe durliiK one extension phase of I'CR. 



mM Na-blcarbonatc buffer (pH 9.0) M. 
room temperature. Unrcacicd dye was 
icmovcj by ihum^i: ovci a I'D-10 Scpli«> 
dcx column. Finally, Ihc double-labeled 
probe was purified by preparative; hiRh- 
performance liquid chromatography 
(UVW.) using an Aquaporc C K 2211x4.6- 
mm column with 7-ian particle siec. The 
column was developed with a 2A>mhi 
linear gradient of 9-20% ucctottltrlle in 
0,) m TEAA (trk-thylamlnc acetate), 
l'robes are named by designating the se- 
quence from Tabic 1 and the position of 
the IAN-TAMRA moiety. 1'or example. 

probe Al-7 has sequence Al with IJVN- 
TAMKAat nucleotide position 7 from the 
.V end. 



PCR Systems 

All PCR amplifications were performed 
in the Peikin-Elmer CcncAmp PCR Sys- 
tem 9600 using reactions that con- 
tained 10 rnM Tris-HCl <pH 8.3), SO him 
KCI, 200 u-M dA'lT, 200 u.m dCTP, 200 |AM 
dGTP, 400 pM dUTP, 0.5 unit of AinpKr- 
ase uracil N«glyco»ylase (PetklmEJmer), 



gene (nucleotides 2141-2435 in the se- 
quence of Nohallma-lljlniii ct al.) l7J was 
amplified using punier* APP and AKP 
(Table 1), which are modified slightly 
from those of du Brcuil ct nl, W) Aclln am- 
pliftcotioii reactions contained 4 «im 
MgC:| s , 20 ng of human genomic UNA, 
50 riM Al or A3 probe, and 300 nM each 



TABLE 1 Sequences of Oligonucleotides 



primer. The thermal regimen was 50*0 
(2 mln), 9.VT. (10 mln), 40 cycle* of O.W 
(20 sec), 60°C (1 mln), and hold at 7^C. 
A S1S-bp segment was amplified from a 
plasmld that consists oi a segment ol X 
UNA (nucleotides 32,2?-0-3?.,747) in- 
serted in the Smal situ of vector pUCl 19. 
These reactions uiMtulmtd '3.5 him 
M K ( 1 ng of plasmid UNA, SO riM P2 or 
PH probe, 200 «m primer PI 19, and 200 
iim piimci R119. The thermal regimen 
was 50X (2 mln), 9S*C (10 mln), 25 cy- 
cle* Of 9$°C (20 see), sre (J mln), and 
hold at 72"C 



Fluorescence Ootectlnn 

For each amplification reaction, a 40-u.l 
aliquot of a sample was transferred to an 
Individual well of a white, SWUwoJI micro, 
titer plate (Perkln-lilmer). Fluorescence 
was measured on the l'crkln-KIroer Toq- 
Man LS-50U System, which consists of a 
luminescences spectrometer with plate 
reader assembly, a 4BS-nm excitation fil- 
ter, and a MS-nrr) emission filler. Excita. 
(Hon was at 488 nm using a ,1-nm slit 
width. Emission was measured at 518 

nm for 6-VAM (the. reporter or M value) 
and Sft2 nm for TAMliA (the quencher or 
Q value) using a 10-nm slit width. To 
dclctmlne the Innicasc in lepoilei emis- 
sion that Is caused by cleavage of the 
probe during PCR, three normalisations 
are applied to the raw emission data, 
rlrst, emission Intensity of a buffet blank 
Is subtracted for each wavelength. Sec- 
ond, emission Intensity of the reporter Is 



Name 


Type 


Sequence 


FU9 


primer 


ACCCACAGGAAOTCAl CACCACTC 


MU9 


primvT 


AixjTcocxrrrcccKstrrcAcxnTmciC 


P3 


probv 


•|CXK^TXACrOAiXX*"inx:ciJAACCACTp 


rzc: 


complement. 


CTACrOCrrGUCAACXJATCAfrTAATOCfiAlO 


PS 


probe 


CUOAT-riGCiXifjrATCi'ATCACAACCATp 


rsc 


complement 


TirATCCTTCIX^TAClAlAC^OCVvV^rCXC 


AM 


primer 


TCACCCACACTGTGCCCATCTACQA 


ARr 


primer 


CACrCXKM AC 'A XiCl C A TrCKXVWrCitS 


Al 


probe 


ATGCCCICCCCCATG CCAlCCroeCTy 


Ai£ 


complement 


Ac^<:(:tiMj(;A'ix;<:(^ii:t:c:c:(;A(;t:{;(xrAC. 


A3 


piobc 


CGCCC^CGACl'tCCAOCAACAOAlj. 


A3C 


cunipleiiieul 


CCATrTCTTflCrCQAAGTCCAOCiGCGAC 



Tor each oligonucleotide used In this Mudy, the nucleic add jequcnit' h given, written in the 
5' » 'A' dircxtion. Tneie are three types of uligonudeotidcs; PCR primer, fluorogenlc probe used 
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A1-2 JlAQ<5f!C.r.-l<.WX^A , rCCTA7CCTCCGTy 
Al-7 llA'TCXXCftCCWCTVTttW.-A'IV.C-JWX.-ll. 

A1 -44 Rmw,wi uv,vm ■vc-vA-rcvQfXXrtt) 



Prabft 


C18 nm 


682 nm 


no- 


RQ' 


ARQ 




nA (Amp. 




no tomrx 


4 tamp. 








A1-8 


29.5 4 2.1 


32.7* 1.0 


SSJit a.o 


36.2 4 2.0 


0.G? * 0.01 


0.80 i 0.06 


o.iodo.oc 


A1»7 


BI D ± 4.3 


306.1 91 21.4 


108.6 «• 6.3 




040* 0.04 


a.sa*o.i7 


3.00 » 0.1 8 


AL14 


127.0*4.0 


403.9 * tS.1 


to9.71S.3 


03. li 6.3 


1.(6 10.03 


4.34 i 0.16 


3.18s O.IS 


A1-19 


167.5* 


ia».T^ 7.7 


70.3 * 7.4 


73.0 » ?.0 


2.67 a 0.06 


6.Q0AO.1C 


9,131 0.16 


A1-22 


224 .G J 0.4 


4SG.I.>±43.e 


10O.O ±4.0 


Mi 10.6 


£.2SlO.03 


5.02 ±0.11 


£.77 i 0.12 


A1-26 


160.2 J 0.3 


464.11 its* 


aa.T *!».4 




l./*±u.u;j 


S>.«1 tOUB 


uwtauts 



flCURE 2 Rrjullj of 5' nucleate nw; » umftarirtg p-aellrt pre-bct with TAMRA at different nude 
otitis positions. As described In Materials and Methods, WJt amplification!, containing the in- 
dicated probes were performed, and the fiuttruKcnce emission was measured at 518 and 582 nm. 
Reported valuis arc the average* 1 s.o, for six reactions ran without added template (no temp.) 
anil six reacilons run with template (1 temp.). The RQ "Ho was calculated lor each individual 
reaction and averaged to yivc the reported RQ" and HQ' values. 



divided by the emission intensity of Ore 
quencher to give an RQ ratio for cadi 
reaction tube. Tills normaur.es tor wdl- 
to-well variations in probe ronrantra- 
uon and fluorescence measurement. I'l- 
* nally, aRQ is calculated by subtracting 
mc KQ value of the no-template cunirol 
(RQ") Irom the RQ value for the com- 
plete reaction including template 
(RQ'). 

RESULTS 

A senes of prohes with increasing dis- 
. tatices Derween the fluorescein rcponci 
ami rhodamlrtc quencher were tested to 
investigate the minimum and maximum 
spacing that would give an acceptable 
performance in the 5' nuclease l'CR as- 
say. Tnese probes hybridize to a target 



.sequence in the human p-acttn gene.. 
Ilguic 2 shows the results of an experi- 
ment in which these probes were In- 
cluded in PCR thai amplified a segment 
of the p-intlii ((tint! containing the Ulgct 
scquviicr- I'eifouiiBiice In the 5' nu- 
clease I'CR assay Is monitored Iry the 
magnitude of ARQ, which l» a measure 
of the Increase in reporter fluuresvniiw 
utuaex) by PCR amplification of the 
probe target. Probe Al -2 a ARQ valu« 
that is close to r.er<>. Indicating that the 
probe was not cleaved appreciably dur- 
ing the aiiipllfK-alkui reaction, This aug- 
KCJ>U that with the quencher dye on tile 
scvxind nucleotide, from the 5' end, there 
is insufficient khiiii lot Tu<j polymerase 
to cleave ellklently between the reporter 
and uueiiL-het. The other five probes ex- 
hibited comparable ARQ values (hat are 



dearly different from 7.cro. Thus, all five 
probes art* befog cle«vcd during VCM am- 
plification resulting in a similar Increase 
lll leportcr .fluorescence. It should be 
noted that complete dige-stion of a probe 
produces a much larger increase in re- 
porter fluorescence Uian that observed 
In Figure 2 (data not shown). Unit, even 
in reactions where amplification occurs, 
the. majority of probe molecules remain 
unclcavcd. it is mainly Tor this reason 
that the fluorescence intensity of the 
quencher dye TAMKA changes liHlc with 
amplification of the targej. This Is what 

allows us to use the fluorescence, 
reading as a normilistatlon factor. 

The magnitude of RQ* doppnris 
mainly on the quenching efficiency in- 
herenr in the. specific, stnicrurc ol the 
probe and the purity of the oligonucle- 
otide. Thus, the larger UQ~ values Indi- 
cate that probes Al -14, AJ-19, Al-22, and 
Al-26 probably have reduced quenching 
as compared with Al-7, Still* the degree 
of quenching is sufficient to detect a 
highly significant Inwrtaisc In reporter 
fluorescence when each of these prober 
ia cleaved during PCR. 

To further investigate the ability of 
TAMKA on the 3' end to quench fJ-PAM 
on the 5' end, three additional pairs of 
probes were tested in the 5' nuclease 
PCR assay. F01 each pair, one probe has 
TAMRA attached io nn internal nudc- 
wlkle and the tfthei has TAMRA attached 
to the 3' end nucleotide. The results arc 
shown In Table iS. Yot all three sets, the 
probe with the 3' quencher exhibits u 
ARQ value that is considerably iiishci 
than f&r die probe with the Interna) 
quencher, The RQ" values suggest thnl 
differences in quenching arc not as };rr.ut 
as those observed with some of the Al 
probes. These results demonstrate that 0 
quencher dye on the 3' end of on oligo- 
nucleotide can quench efficiently the 



:i<; 
:<•' 

A'.: 



the 
led 
the 
Stl. 



TABLE 2 Results of !>' Nuclease Assay Comparing I'rolww wldi TAMRA Attached to an Internal or 3' -terminal Nucleotide 



M8 nm 



SB2 nm 



Probe 


no ttmp. 


+ temp. 


IK) U-Utp. 


4 temp. 


RQ 


RQ* 


AKO. 


A3-6 


S4.6 — 3.Z 


84.8 z :»./ 


116.2 s. 6.4 


n-^.t) -s.2.5 


0.47 a. 0.O2 


0.73 a 0.03 


0.20 ± 0.(M 


A3-24 


72.t -t- 2.9 


236^a.l1.l 


84.2 + 4.0 


90.2 a- 3.8 


0.86 1 0.02 


2.62 ± 0.0S 


1.76^0.05 


I'2-7 


S2.8 2. 4.4 


384.0 ± 34.1 


1UV1 X 6.4 


120.4 * 10.Z 


0.79 1 0.02 


3.19 * 0.16 


2.40 O.K. 


1*2-27 


113.4 3:6.6 


SSS.4 ± 14.1 


140.7 ♦ 8.S 


118.7 2:4.8 


0,81 ± 0.01 


4.68 ± (1.10 


3,88 ? 0.10 


l'S-10 


77.5 ± 6.5 


244.4 x 


86.7 i 4.3 


OS.8 f 6.7 


0.B9 x DM 


iSS?. 0.06 


1.66 ± 0.08 


PS-28 


64.0 i 5.2 


333.6 ± 121 


KK1.6 * 6.) 


94.7 I 6.3 


0-63 ± 0,02 


3.53*0.12 


289 i 0.13 


noli 




nmhM anil r 


■iifniixiinns were nerformcd »s deKflbed in Motcdol «•'«■! Methods and in the legend to W&. 2, 
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fluor«'sr<»nfp of a reporter dye on the S' 
end. The degrue of quenching is Suffi- 
cient fur Uiiy type of oligonucleotide to 
be used as a probe in the .V nuclease PCR 
assay. 

To test the hypothesis that quenching 
by a 3' 1'AMRA depends on the flexibility 
of the oligonucleotide, fluorescence was 
mcasuiod fur probes in the Single- 
stranded and double stranded states. To- 
hl*. 3 reports Uil' fluorescence observed 
at 518 and 582 Urn. The relative degree 
of quenching Is assessed by calculating 
the RQ ratio, far probes with TAMRA 
6-10 nucleotides from the S' end, there 
Is little difference In the RQ values when 
comparing single-stranded with double- 
Stcaudcd oligonucleotides, The results 
for probes with TAMRA at the 3' end are 
much different. For these probes, hy- 
brldteatfon to a complementary strand 
causes a dramatic Increase in HQ. We 
propose that this loss of quenching is 
caused by the rigid Structure of double. 
Stranded UNA, Which prevents the 5' 
and 3' ends from being in proximity. 

When TAMRA is placed toward the 3' 
end, there Is a marked Mg 2 1 effect on 
quenching. Figure 3 shows a plot of ob- 
served RQ values for the Al series of 
probes as a function of Mg 2 " 1 concentra- 
tion. With TAMRA attached near the 5' 
end (prohe A 1 -2 or Al-7), the RQ value at 
0 him Mg 2 - is only Slightly higher than 
RQ at 10 inn Mg 4 ' . l'or probes A1.19, 
Al-22, and A1>26, the RQ values at 0 nui 
Mg , J are very high. Indicating a much 



reduced quenching efficiency. For each 
of these probes, them Is a marked de- 
crease in HQ at 1 mM Mg' ' followed by 
u gradual decline as the Mg* 1 concen- 
tration increases to 10 wm. 1'iubv Al-14 
shows an intermediate RQ value at o mM 
Mg 7j with a gradual decline at higher 
Mr 71 coiKenlialluus. In a low-sail en- 
vironment with no Mg 1 * present, a sin- 
gle-stranded oligonucleotide would he 
expected to adopt an extruded confor- 
mation because of electrostatic repul- 
sion. The binding of Mg ,+ ion J acts to 
shield the negative charge of the phos- 
phate, backbone so that rhe oligonucle- 
otide can adopt conformations where 
thft »' end is close to the 5' end. There- 
fore, the observed Mg 2 ' effects support 
the notion that quenching ol a 5* re- 
porter dye by TAMRA at or near the 3' 
end depends on the flexibility of the oli- 
gonucleotide. 



DISCUSSION 

The striking finding of this study is that 
it seems die riiodamlne dye TAMKA, 
placed at any position in an oligonucle- 
otide, can quench the fluorescent emis- 
sion of a fluorescein (6-l : AM) plated at 
the &' end. This implies thai a single- 
stranded, double-labeled oligonucle- 
otide must be able to adopt conforma- 
tions where the TAMRA Is dose to the 5' 
end. It should Ik noted that the decay of 
6-!'AM In the excited state requires a cer- 
tain (i mount of time. Therefore, what 



TABIC 3 Comparison of PluorCACciKc F.mijsiuiis of .Sinj;U:-.!irrflndCCl and 
Douule-sirendcd Fluoiogenlc Probe*. 



518 nm 



58?. nm 



RQ 





n 


ds 


«» 




U 


ds 


At-7 


27.75 


68.53 


61.08 


138.18 


0.4S 


O.S0 


A 1-26 


43.31 


509.38 


53.50 


93.86 


0.81 


5.43 


A3-6 


16.7S 


62.88 


39.33 


16S.57 


0.43 


0.38 


A.1-24 


30.0S 


578.64 


67.72 


140.25 


0.45 


3.21 


P2-? 


35.02 


70.13 


54.63 


121.09 


0.64 


0.58 


1*2-27 


30.09 


320.47 


65, 1U 


61.13 


0.61 


S.25 


l'S-10 


27.34 


144.ft5 


61.95 


165.54 


v.14 


0.87 


PS-2B 


33.65 


462.29 


W.39 


104.61 


0.46 


4.43 



(ss) Single -stranded. The fluorescence emissions at 51 8 or 582 nin for solutions containing a final 
concentration of 50 nwi Indicated prohe, lo mM ins-f ICI (pH 8.3), SO dim KCI. and 10 mu Mgfilj,. 
(ds) Double-stranded. Th« solutions contained, In addition, 100 hm AlC for probes Al-7 and 
AJ.26. 100 mi A3C for probes A3-6 and A3-24. 100 nM l*2< : for prolK-s PZ-7 and 1*2-7.7, or 100 nM 
PSC for probes P4-10 and rs~2n. Hcimc me aedmon of Mkc.i„ i 20 *u ol each sample was heated 



mattern for quenching Is not the avcraj 
distance between g»kam and TAMR 
but, rather, how close TAMKA can get I 
6>MM during die lifenme Of the 6-FA1 
excited state. As long as tbc decay time i 
the excited state, is relatively long con 
parefl with the molecular motions of tr 
oligonucleotide, quenching can occu 
Thus, we propose that TAMRA at the ■ 
end, or any other position, can queue 
6-FAM at the V end because TAMRA Is i 
proximity to ti-KAM often enough to t 
able to accept energy transfer from a 
excited 6-FAM. 

Details of the fluorescence mcosun 
ments remain puzzling. For example, T; 
blc 3 shows that hybridization of probe 
Al-26, A3-24, and P5-28 to their compl< 
memary strands nor only causes a larg 
increase in 6-FAM fluorescence at 51 
run but also causes a modest Increase r 
TAMRA fluorescence at 582 nin. ! 
TAMRA, Js being excited by energy trans 
fcr from quenched 6-FAM, ihen loss c 
quenching attributable to hybrldizatloi 
should cause, a decrease in the fluorc 
cence emission of TAMRA. the fact tha 
the fluorescence emission of TAMRA In 
creases indicates that the situation I 
more complex. For example, we have an 
ecdoial evidence that the bases of th< 
oligonucleotide, especially ci, quencl 
the. fluorescence of both 6-FAM an< 
TAMRA to some degree. When double 
stranded, basc-palrlng may reduce thi 
ability of the bases to quench. The. pri 
mary factor causing the quenching o 
6-FAM in on Intact probe is the TAMR 1 
dye.. Evidence for Uie tmportam* o 
TAMRA ss that 6 KAM flutmtMfitio 
remains relatively undiangcd whci 
probes 1o1>uK'a1 only with 6-FAM are use* 
in the 5' nuclease l'CR assay (data no 
shown). .Secondary effectors of fluoies 
cc-nce, both before and afiei cleavage o 
the probe, need to he. explored further. 

Regardless of the physical mocha 
nism, the relative independence of posl 
tion and quenching greatly slmpltijci 
the design of probes for the S' nuclcast 
PCR asKay, There are three main factor 
that determine the performance of i 
double-labeled fluorescent probe In tii< 
6' nuclease I>CR assay. The first factor Is 
the degree Of quenching oliserved In tilt 
intaa probe. Tills Is characterized by tht 
value of RQ' , which Is the ratio of re- 
porter to quencher fluorescent cmis 
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FIGURE 3 Klfeei e,( Ms" coiicftntr&tion on RQ ratio for the Al series of probes. The fluorescence 
emission Intensity al 518 and 582 nm was measured for solution* cuntaining 50 nM probe, 10 mM 
Trls-HCl (pH 6.3), SO mM KC1. »nd varying amounts (0-10 him) of Mg0 2 . The calmlatrxl KQ 
ratios (518 nm intensity divined hy SHZ nm intensity) an- plcilloiJ vs. MgCI A concentration (mM 

Mfj). 'IIik k«y {uy/m *liuwa I lie (ikjIk-j. cahiuIuiaI. 



dyes used, spacing be.twe.en reporter and 
quencher dyes, nucleotide sequence 
context effects, presence of structure or 
other faeiuii that induce flexibility of 
(tie oligonucleotide, and purlly of the 
probe. The second factor is the e.fficic.nry 
tif hyhiidiutUoa, which depends on 
probe T m , presence of secondary struc- 
ture In probe or template, annealing 
temperature, and other reaction condi- 
tions. The ihlrd factor Is the efficiency at 
which Tag DNA. polymerase d caves the 
bound probe between the reporter and 
quencher dyes. Tins cleavage Is depen- 
dent on sequence complementarity be- 
tween piobe and template as shown by 
toe observation that mismatches in the 
segment between reporter and quencher 
dyes drastically rvduci* the cleavage, of 
probe.' 1 ' 

The rise in RQ' values for the Al se- 
ries of probes seems to Indicate that the 
degree of quenching is reduced some- 
what as the quencher is placed toward 
the 3' end. 'the lowest apparent quench" 
ing is observed for probe Al-19 (see Fig. 
3) rather than for the probe where the 
TAMRA Is at the. 3' end (ai-zoj. This >r 
understandable/ as the conformation of 
the 3' end position would be expected to 
be less restricted than the conformation 
of an Internal position. In effect, a 
quencher at the 3' end is freer to adopt 
conformations close to the &' reporter 
dye than is an internally placed 

— — u— V«» »Km ^«Ua, Ihraa vutr e\( 



probes, the interpretation of RQ values 
is less clear-cut. The A3 probes show the 
some trend as Al, with the 3' TAMRA 
piubc having a larger RQ" than lh« In- 
ternal TAMRA probe. For the P2 pall, 

lx>Jh probes have about the same RQ" 
value. Por the PS probes, the RQ for Uu- 
3' probe, is less than for the internally 
labeled probe. Another factor that may 
explain some of the observed variation is 
that purity affecta the RQ" value.. Al- 
though all probes are HPLC purified, a 
small amount of contamination with 
unquenched reporter can have a large ef- 
fect on RQ . 

Although there may be a modest ef- 
fect on degree of quenching, the posi- 
tion of the quencher apparently 
have a large effect on the efficiency of 
probe cleavage. The. most drastic effect is 
observed with probe Al-2, where place- 
ment of the TAMRA on the second nu- 
vleulide tedui.es die efficiency of cleav- 
age to almost zero. For the A3, 1*2, and PS 
probes, ARQ, is much greater for the 3' 
TAMKA probes as compared with the In- 
ternal TAMRA probes. Tills Is explained 
most easily hy assuming tlml uiobes 
with TAMRA at the 3' end are more likely 
to be cleaved Iwtwcvii icpoitet and 
quencher than arc probes with TAMRA 
attached internally. l : or the Al probes, 
the cleavage efficiency of probe Al-7 
must already be quite high, as ARQ docs 
not increase when the quencher is 
ninrwl rm«rr to thp .V end. This illus- 



trates the important nf being able to 
use probes with » quencher on the A' 
end in the £•' nuclease pcu assay, In this 
assay, an increase in the intensity of re- 
porter fluorescence is observed only 
when the probe is cleaved between the 
reporter and quencher dyes. By placing 
lhv rupoj'lur and qut-'iicliui dyes on the 
opposite end* of an oligonucleotide 
probe, any cleavage that occurs will be 
detected, When the quencher Is uttuchi-d 
to an Internal nucleotide, uoinutlmes the 
probe works well (Al-7) and other limes 
not so well (A3-6). The relatively poor 
performance of probe A3-6 presumably 
means the probe it being cleaved 3' to 
the quencher rnthor than between the 
n»pnr|pr and quencher. Therefore, the 
best chance of having a probe that reli- 
ably detects accumulation of PGR prod- 
uct in the 5' nuclease PGR assay is to use 
a probe with the reporter and quencher 
dyes on opposite ends. 

Placing the quencher dye on the 3' 
end may also provide a slight boncflt In 
ierms of hybridisation efficiency. '!T»c 
presence of a quencher attached to an 
Internal nucleotide might he expected to 
disrupt base-pairing ami reduce the T m 
of a probe, in fad, a 2 n (5-3V. reduction 
In T m hns been observed for two probes 
Willi inteiiidlly altowl led TAMKAs.' 1 " This 
disruptive effect would be minimized by 
placing the quencher at the 3' end, Thus, 
probes with 3' quenchers might exhibit 
slightly higher hybridization efficiencies 
than probes willi inleriiid qucncheis. 

The combination of increased cleav. 
age and hyhridiiation efficiencies means 
that probes with 3' quenchers probably 
will be more tolerant of mismatches be- 
tween probe and target as eompnrcd 
with internally labeled probes. This tol- 
erance of mismatches can be advanta- 
geous, as when trying to use o single 
probe to detect POK-amplifled products 
front M&iiiplevuf different species. Also, it 
mean's that cleavage of probe during PCU 
Is less sensitive to altcraliono in an- 
nealing temperature or other reaction 
conditions. The one application where 
tolerance of mismatches may be a disad- 
vantage is for allelic discrimination. Ix>c 
ct al. 0> demonstrated that alleie-speclflc 
probes were cleaved between reporter 
and quencher only when hybridized to a 
perfectly complementary target. This al- 
lowed them to distinguish the normal 
human cystic fibrosis allele from the 
AFS08 mutant. Their probes had TAMRA 
attached to the seventh nucleotide from 
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fioure 3 Kffeet of Mg® 1 concentration on RQ ratio for tht Al tortcs of probes. The fhiortwunitx 
emission intensity al SI R and 582 nm was measured far solution!) containing 50 om probe, JO mM 
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dyes used, sparing between reporter and 
quencher dyes, nucleotide sequent*, 
context effects, presence c»i structure or 
other factors that reduce flexibility of 
the oligonucleotide, and purity of the. 
probe. The second factor Is trie efficiency 
of hybridization, which depends on 
probe T m , presence of secondary struc- 
ture In probe or template, annealing 
temperature, and other reaction condi- 
tions. The third factor is the efficiency at 
which Taq UNA polymerase cleaves the 
bound probe between the reporter and 
quencher dyes. This cleavage is depen- 
dent on sequence complementarity be- 
tween probe and template as shown by 
the observation that mismatches in the 
segment between reporter and quencher 
dyes drastically reduce the cleavage of 
prohe. <l> 

The rise in RQ values for the Al se- 
ries of probes seems to Indicate that the 
degree of quenching is reduced some, 
what as the quencher is placed toward 
the 3' end. The lowest apparent quench- 
ing is observed for probe A1-19 (sec Fig. 
3) rather than for the probe where the 
TAMRA is at the 3' end (Al-26). This is 
•understandable, as the conformation of 
the 3' end position would be expected to 
be less restricted than the conformation 
of an internal position. In effect, a 
quencher at the 3' end is freer to adopt 
conformations close to the 5' reporter 
dye than is an internally placed 
quencher. For the other three sets of 



probes, the interpretation of RQ' values 
is less clear-cut. The A3 probes show the 
same trend as Al, with the 3' TAMRA 
probe having a larger RQ" than tin; in- 
fernal TAMRA probe. For the V2 pair, 
both probes have about the same RQ 
value. For the PS probes, the RQ' for the 
3' probe Is less than foi the uHcinAlly 
labeled probe, Another factor that may 
explain some of the observed variation Is 
that purlly affects the RQ~ value. Al- 
though all probes are HPLC purified, a 
small amount of contamination with 
unquenched reporter can have a large ef- 
fect on RQ . 

Although there may be 0 modest ef- 
fect on degree of quenching, the posi- 
tion of the quencher apparently can 
have a large effect on the efficiency of 
probe cleavage. The most drastic effect is 
observed with probe Al-2, where place, 
ment of the TAMRA on the second nu- 
clcotlde reduces the efficiency of cleav- 
age to almost zero. l : or the A3, P2, and PS 
probes, ARQ is much greater for the 3' 
TAMRA probes as compared with the in- 
temal TAMRA probes. This Is explained 
most easily by assuming that probes 
with TAMRA at the 3* end are more likely 
to be cleaved between reporter and 
quencher than are probes with TAMRA 
attached Internally. For the Al probes, 
the cleavage efficiency of probe Al-7 
must already be quite high, as ARQ docs 
not Increase when the quencher is 
placed closer to the 3' end- This Ulus- 
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tratOi the importance of behifl able In 
use probes with a quencher on the 3' 
end in the V nuclease i'CU assay, in (his 
assay, an increase in the intensity of to. 
porter fluorescence Is obmrved only 
when the probe is cleaved between the 
rejKirtc.r and quencher dyes, liy pluclng 
the reporter «nd quencher dyes on the 
opposite ends of an oligonucleotide 
probe, any cleavage that omut will be 
detected. When the quencher « attached 
to in intt-iual nucleotide, bviitoclmtt ilic 
probe work* well (Al-7) and other times 
not *o well (AJ^l). The relatively poor 
performance of probe A3-6 presumably 
means the probe is belnu, cleaved 3' to 
the. quencher rather than between the 
reporter and quencher. Therefore, the 
best chance of having a probe that reli- 
ably detects accumulation of I'CU prod- 
uct in the 5' nuclease VI'M assay Is to use 
a probe with the reporter and quencher 
dyes on opposite ends. 

Placing the quencher dye on the IP 
end may also provide a slight benefit in 
terms of hybridization efficiency. The. 
presence of a quencher attached to an 
internal nucleotide i»i}>hl bo expec led to 
disrupt base-pairing and reduce the T, n 
of a probe.. In fact a 2*C-3'C reduction 
hi T m lias been Observed for two probes 
with internally attached TAMRAs/" This 
disruptive effect would be minimised by 
placing the quencher at the 3' end. Thus, 
probes with 3' quenchers might exhibit 
slightly higher hybridization efficiencies 
than probes with internal quenchers. 

The combination of Increased cleav. 
age and hybridization efficiencies means 
that probes with 3' quenchers, probably 
will be more tolerant of mismatches be- 
tween probe and target as compared 
with internally labeled probes. This tol- 
erance of mismatches can be advanta- 
geous, as when trying to use a single 
probe to detect PCR-amplified products 
from samples of different species. Also, it 
means that cleavage of probe during PCR 
is less sensitive to alterations In an- 
nealing temperature or other reaction 
conditions. The one application where 
tolerance of mismatches may be a disad- 
vantage Is for allelic discrimination. l*e 
et al/" demonstrated that allcle-speclfic 
probes were cleaved between reporter 
and quencher only when hybridized to a 
perfectly complementary target. This al* 
lowed them to distinguish the normal 
human cystic fibrosis allele from the 
AF508 mutant. Their probes had TAMRA 
attached to the seventh nucleotide (torn 
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Uim .V end and were designed so that any 
mismatches were between the reporter 
and quencher. Increasing the distance 
berwoan reporter and <pip.neh«r would 
lessen trie disruptive effect of nils- 
matches and allow cleavage of the probe 
on the incorrect tsirgut. Thus, probes 
with a quencher attached to an internal 
nucleotide may stlU be ucoful for allelic 
dlvrl initiation. 

In this study lose of quonchlng upon 
hybridisation was used to show that 
quenching by a 3' TAMRA In dependent 
un the flexibility of a slnf;le>strandecl Oil- 
gouudeotltle, The Increase in reporter 
fluorescence intensity, though, could 
also be vted to determine whether by. 
brldlzatlon has occurred or nor. Thus, 
oligonucleotides witli reporter and 
quencher dyes attached at opposite ends 
should also be useful as hybridization 
probes. The ability to delect hybridiza- 
tion In real time means that these probes 
could be used to measure hybridisation 
kinetics. Also, this typo of probe could be 
used to develop homogeneous hybrid- 
i ration assays for diagnostics, or other ap- 
plications. Bagwell Ct al, (J0) describe just 
tills type of homogeneous assay whew 
hybridization of a probe causes an in- 
crease In fluorescence cauaed by a loss of 
quenching. However, they utilised a 
complex probe design that req u lies add- 
ing nucleotides to both ends of the 
probe sequence to form two Imperfect 
hairpins. The results presented here 
demonstrate that the simple addition of 
a reporter dye to one end of an oligonu- 
cleotide and a quencher dye to the oiliui 
end generates a fluorogonlc probe that 
can detect hybridization or I'CK amplifi- 
cation. 
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We have developed a novel "real time" quantitative PCR method. The method measures PCR. product 
accumulation through a dual-labeled nuoroeenlc probe (i.c, TaqMan Probe). This method provides very 
accurate and reproducible quantitation of gene copies. Unlike other quantitative PCR methods, real-time PCR 
does nor require post -PCR sample handling preventing potential PCR product carry-over contamination and 
resulting In much faster and higher throughput assays. The real-time PCR method has a very large dynamic 
range of starting target molecule determination (at lead rive orders of magnitude). Real-time auantltarlvc 
PCR is extremely accurate and less labor-intensive than current quantitative PCR methods. 



Quantitative nucleic acid sequence analysis lias 
had an important rule in many fields of biologi- 
cal research. Measurement of gene, expression 
(RNA) has b««n used extensively In monitoring 
biological responses to various stimuli Clan ft al. 
1994; Huang el al. I995a,b; Prud'homme et al. 
1995). Quantitative gent; analysis (DNA) has 
Ixt-rt used to determine the genome quantity of a 
particular gene, as in the case or tlic human HER2 
gene, which Is amplified in -30% of breast tu- 
mors (Slamon et al. 1987). Gene and genome 
quantitation (UNA and UNA) also have been used 
for analysis of human immunodeficiency virus 
(JUV) buTden demonstrating changes in the lev- 
els of virtu throughout the different phases of the 
disease (Connor et al. 1993; J'ltitak ct al. jvy:$b; 
J-urtado et al. 1995). 

Many methods have been described for the. 
quantitative analysis ot nucleic acid sequences 
(hoih for RNA and DNA; Southern IV rb; Sharp et 
al. 1980; Thomas 1980). Recently, PCR has 
proven to be a powerful tool fciT quantitative 
nucleic acid analysis. PCR and reverse transcrip- 
tase (KTJ-PCR have permitted the analysis of 
minimal starting quantities of nucleic acid (as 
little as one cell equivalent). This has made jx>s- 
siblc many experiments that could not hove heen 
performed with traditional methods. Although 
PCR has provided a powerful tool, it is imperative. 
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that tt be used i>ropcj]y for quantitation (R»«y- 
maekiTS 1995). Many early reports of quantita- 
tive PCR and RT-PCR described quantitation of 
the PCR product but did not measure the Initial 
target sequence, quantity. II is essentia to design 
proper controls for the quantitation of the initial 
target sequences (Hc'rrc 1992; demon tl et al. 
100?) 

Rv.N*a'chcrs have developed several methods 
of quantitative PCR and RT-PCR. One approach 
measures PCR product quantity in the leg phase 
of the reaction before the plateau (Kellogg et al. 
1990; Pang ct a). 1990). This method requires 
lhai each sample has equal input amounts of 
nucleic add and that each sample under analysis 
amplifies with iUvnliud efficiency up to the. point 
of quantitative analysis. A gene sequence (con- 
tained in all samples ot relatively constant quan- 
tit'usA, such as p-aclln) can be us«d for sample 
«oij»liTication efficiency normalization. UsinK 
conventional methods of PCR detection and 
quantitation (gel electrophoresis or plate capture 
hybridization), it is exiremely laborious to assure 
that all samples are analyzed during th« log phase 
of the reaction (for 1>olh the target gene and the 
normalization gene). Another method, quantita- 
tive competitive (QQ-ECR, has lieen developed 
and is tiscd widely for PCR quantitation. QC-PCR 
n:lics cm the inclusion of an internal control 
compel llor in each reaction (Becker-Andre 1991; 
Platak ct al. I093«,b). The efficiency of each re- 
action Is normalized to the liitcrnol competitor. 
a imnwn aim mill of Internal competitor can be 
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added to each sample. To obtain 'relative nunnl- 
tatlon, Hie unknown large! PGR product is com- 
pared with the known competitor If'R product. 
.Success of a quantitative competitive I'CU assay 
relics on developing an Internal control lh«l am- 
plifies with the same efficiency as the uuget 'Mol- 
ecule. The design of tin* compctitoi and the vali- 
dation of amplification cfficienc-ic* jequire a 
dedicated effort. However, because Qf^-I'CR docs 
not require that PC IK pioducts be analysed during 
the log phase of the amplification, it is tin*, easier 
of" the two methods to use. 

Several detection systems we ums! for quan 
Utativc 1-*CR and RT-PC'lt analysis: (1) agarose 
gels, (2) fluort-scen I labeling of PCJR products and 
detection with In.nrr-induccd flu<irc»i.vnec using 
capillary electrophorcsia (h'aseo et al. 1995; Wil- 
liams ei al. 199<i) or acrylaiulde gels, and (3) pl;tie 
capture, and sandwich probe hybridization (Mul- 
der el al. 1994). Although these ijivOkkIn jmived 
successful, each metliod requires post-3'CR ma- 
nipulations Thar add time to the analysis and 
may lead to labuialoiy t oiilmriiiiaiion. The 
sample throughput of these iiirlhinis i.s limited 
(with the exception of the plntc capture ap- 
proach), and, therefore, these methods ore not 
well suited fwi utia demanding high sample 
throughput (I.e., screening of large numbers of 

l'losuwlev.uK» wi JH<lly/.lll^ SAmplea Am didgnu»> 
tics or clinical trials). 

Here, we report the development of « novel 
assay for quantitative DNA analysis. The assay is 
l>as«d on Hi*: usr.-of «h«« .5* nuclease assay first 
described by Holland et al. (1993). The method 
uses the .V nuclease activity of 7V«/ polymerase to 
irlcavc a noncxtcndlble hybridization prol>c dur- 
ing the extension phase of I'CK. The approach 
uses dual-labclctl fluorogcnic hyhridi/.atJon 
probes (Lcc ct al. 1993; flossier ct al. 1995; UvoU 
ct al. J995o,b). One fluorescent dye serves as « 
reporter |f'AM (i.e., 6-carboxyfluore*ecin)| and its 
emission spectra is quenched by the second fluo- 
rescent dye, TAMRA (i.e., o-carboxy-tetramethyl- 
rhodaminc). Tlic nuclease degradation of the hy- 
hrldi/tttlon probe releases the quenching of Hie 
I'AM fluorescent emission, resulting in an In- 
crease, in peak fluorescent emission at SIB nm. 
The use of a s«*quencc detector (Alil Prism) allows 
measurement of fluorescent spectra of all 96 wells 
of the thermal eyelet continuously during thc 
1*CK amplification. Therefore, the reactions aiv 
monitored in real lime. The output data is de- 
scribed and quantitative unalysb of input Urgcl. 
I )NA sequences is discussed below. 



RESULTS 

PCR Product Derealon in R«<tl Time 

"lite goal was to develop a higb-lhrougbpul, sen- 
sitive, and accurate gene quantitation assay for 
use 'In monitoring lipid mediated UiKrapCUTir 
gene de-livery . A plasmld encoding human factor 
Vlll gene sequence, pI'8TM (see Methods), was 
used as a mode! theraj>eutie g«ne. The assay use* 
fluorescent Taqman methodology and an instru- 
ment capable of measuring fluorescence in real 
time (Alil Prism 7700 Sequence Dctcrlnr). Ibe 
Taqmati reaction requires a hybridisation probe 
lalxdcd with two different fluorescent dyes. One 
dye Is a reporter dy« (I'AM), the other Is a - quench- 
ing dye (TAMRA). When the proU: l.s intact, fluo- 
icsccnl energy transfer occurs and the reporter 
dye fluorescent emission is absorbed by the 
quenching dye (TAMRA). During Die extension 
phase of the PCR cycle, Ihe. fluorescent hybrid- 
l/iillor. probe Is cleaved by the 5'-.'!' nucleolytic 
octfvity of the. DNA polymerase. On cleavage of 
the probe, the reporter dye emission Is no longer 
transferred efficiently to the quenching dye, re 
sultiiiK l'» on increase of the reporter dyu fluoret- 
ce.nt eini-i-don spectra. I'CR primers und probes 
were designed foi ihu human fhclor Vlll se- 
quence and human p-actln gene (as di-.icrilxrd in 
Methods). Optimization reactions were per- 
formed to choose the appropriate probe unci 
magnesium concentrations yielding (he hi^liest 
Intensity of reporter fluorescent signal without 
sacrificing specificity. The Instrument uses a 
charge-coupled device (i.e., CCD caineru) for 
measuring the fluorescent emission speelm from 
, f ,0O ««> a$() nm. liach ix:it tube was monitored 
si-vjuentially f«>r 2A msec with continuous moni- 
toring throughout the amplification, liftch lube 

wa.n rr-«xandr»ctl every B.5 sec. Computer s<>f(- 
ware. was designed to examinr the fluorescent In- 
tensity of both the rv.porte.r dye (I'AM) . and 
the quenching dye (TAMIIA). The fluorescent 
intensity of the quenching dye, 'I'AMRA, changes 
very Utile over the course of the PCR ampllfl- 
cation (data not shown). Therefore, the Intensity 
of TAMRA dye emission serves as an internal 
standard with which to nortuullM! the reporter 
dye (l-'AM) emission variations. Tlie software cal- 
culates a value, termed ARn (or ARQ) using the 
following equation: ARn - (lln*) (Rii"). where 
Rn 4 . ernlSHlun intunsiiy of reporter/emission in- 
tensity of quencher at any given time In o rone 
tlon tube, and Rn t- emission intensility of re- 
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porter/cm isslon tmemity «f quencher measured 
prior 10 I'CK Uinplilication in that same reaction 
tul>c. I'or the purpose of quantitation, the lusi 
three data points (ARns) collected during the. ex- 
tension step for each KIR cycle were analyzed 
The mtcleolylic degradation of the. nyumhaaiion. 
probe occurs during the extension phase or rot, 
and, therefore, reporter fluorescent cntis»iuit in- 
creases during this time, nit: tluw data points 
were averaged for cadi I'CJk cycle and the mean 
value for each was plotted in an "amplification 
plot" shown In I'ifjure 1 A. The AKn mean value Is 
plotted on the j'-axls, and time, represented by 
cycle number, is plotted on the A-axis. Dxirlng the 
early cycles of the PCR amplification, the ARn 



value remains at base lino When .sufficient hy- 
bridization probe has been cleaved hy Uiu Tmj 
polymerase nuflttlfie activity, the intensity of ro. 
porlit fl»ic»«-jiccnt emission IncreuM.-*. Most lK.'R 
aniplin^liorts reach u plateau phone of reporter 
fluorescent emission If the remjliun Is carried out 
to high cycle uuiiiU:is. The amj>li Real Ion plot i'J 
examined vaily in |h« reaction, ut a point that 
• ■.•presents i'ht« lOjj phase of product »rnwiula« 
turn. This Is done hy us&ignlng an arbitrary 
threshold ttiai is based on the variability of the 
base-line d«u. In Vlgan 1 A, tl ic Ih mshold whs set 
at 10 standard deviations above, the mean of 
base line emission calculated from t.ydo 1 lo J 5. 
Once the threshold Is chosen, the point at which 
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Flqure 1 PCR product detection in real time. (A) The Model 7700 xjltwarc will const met amplification plots 
from the extension phase fluorescent emission data collected during the PCR amplification. The standard de- 
viation is determined from the dala points collected from the base line of the amplification ploL c, , values are 
calculated by determining the point at which the fluorescence exceeds a threshold llmil (usually 10 times ine 
standard deviation of the base line). (B) Overlay ot amplification plols of serially (1:2) diluted human genomic 
DNA samptcs amplified with 8-actin primers. (Q Input DNA concentration of the samples plotted versus l-j. All 
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the amplification plot, crosses the threshold s tie 
fined as G,. C,- is reported as the cycle number m 
this ]><>iiit. Ac will be demonstrutud, th« tl, .value 
Is j>ioii<-iive of the quantity of input target. 

Gj. Values Provide a Quantitative Measurement, of 
Input Target Sequences 

Figure IB shows amplification plots of 1 i» -<Ii1T«sk- 

ent PGR atrtpllficailons overlaid. 'Hie amplify* 
tions were performed on a 1:2 serial dilution 11* 
human genomic DNA. The amplified target w:u 
human p nctln. The amplification plot* xhifl to 
the right (to higher threshold cycles) ns the. input 
target quantity is reduced. This is expected ho- 
e»u«u nmetloriK with fewer starting eopim of tlio 
target molecule require greater amplification to 
degrade enough probe to (Ufa In the Threshold 
fluorescence. An arbitrary threshold of JO stan- 
dard deviations above the base line was used to 
determine the G r values. Figure 1C represents the 
C: T value* plotted versus the sample dilution 
value, Each dilution was amplified ir> triplicate 
PCH amplifications and plotted as mean values 
with error bars representing one standard devia- 
tion. The C T values decrease linearly with increas- 
ing target quantity. Thus, valuta can be used 
as n quantitative measurement of t lie input target 
number. It should be noted that the amplifica- 
tion plot for the 15.6-ng sample shown In Figure 
lfl does not reflect the same fluorescent rate of 
Increase exhibited by most of the other samples. 
The 15.6-ng sample also achieves endpoini pla- 
teau at a lower fluorescent value than would be 
expected based on the input UNA. This phenom- 
enon has been observed, occasionally with other 
samples (data not shown) and may be attribut- 
able to late cycle inhibition; this hypothesis is 
still under investigation. It is important to note 
that the flattened slope and early plateau do not 
impact significantly the calculate O, value as 
demonstrated by the fit on the line shown in 
Figure 1C. All triplicate amplifications resulted in 
very similar C,- values— the standard deviation 
did not exceed 0.5 for any dilution. This experi- 
ment contains a > 1 00,000-fold range of Input tar- 
get molecules. Using C v values for quantitation 
permits a much larger assay range than directly 
using total fluorescent emission intensity for 
quantitation. The linear range. oi lluorcsccnt In- 
tensity measurement of the Alii Prism 7700 Sic- 
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mt»tits over n very large* rjmgo of r?l»tlvr» starting 
target quantities. 

Sample Preparation Validation 

Several parameters influence the eftlclenry nf 
PCR amplification: magnesium and suit concen- 
trations, reaction conditions (i.e., time and tem- 
perature), PCM target size and composition, 
primer sequences, and sample purity, Ail of the 
above (actors are common to a single J'CK assay, 
except sample to sample purity. In an effort to 
validate (he. method of sample preparation for 
the factor Vlil assay, PCK amplification reproclno 
ibility and oiflclency ol 10 replicate sample 
]>iej>aratioiis were, examined. After genomic DNA 
was prepared from the 10 replicate samples, the 
DNA was quai'itkalcd by ultraviolet spectroscopy. 
Amplifications were performed analyzing p-aciln 
gene content In 100 and 25 Jig of total genomic 
DNA. liach I'C.'K amplification was performed in 
triplicate. Comparison of C r values for each t rip, 
licate sample show minimal variation based on 
standard deviation and coefficient of variance 
(Tabic I), 'therefore, each ol the triplicate PCR 
amplifications was highly reproducible, demon- 
strating that real time PCJR using this tnjlmmcn- 
tnlion introduces minimal variation Into the 
quantitative J'CH analysis. Comparison of the 
mean C, values of the. 10 replicate sample prepa- 
rations also showed minimal variability, indicat- 
ing that each sample preparation yielded similar 
results for f-l-actln gene quantity. The highest Cy 
difference between any of the samples was 0.S5 
and 0.71 for the 100 and 25 ng samples, respec- 
tively. Additionally, the amplification of each 
sample, exhibited an equivalent rate of fluoro 
cent emission intensity change per amount of 
DNA target analyzed as indicated by similar 
slopes derived from the sample dilutions (Pig. 2). 
Any sample containing an excess of a l'CK inhibi- 
tor would exhibit a greater measured (E-actln O r 
value for a given quantity of DNA. In addition, 
the inhibitor would be diluted along with (he 
sample in the dilution analysis (lig. 2), altering 
the expected C,. value change. F-ich sample am- 
plification yielded a similar result in the analysis, 
demonstrating that this method of .sample prepa- 
ration is highly reproducible wllh regard lo 
sample purity. 

Quantitative Analvsis of a Plasmid After 
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Tahlo 1 . Reproducibility of Sample Preparation Method 



Sample 



no. 



10 



Moan 



100 ng 



standard 
rn^an deviation 



CV 



18.24 

18.23 

1 D.33 

18.33 

18.35 

18.44 

18.3 

18.3 

18.42 

18.15 

18.23 

18.32 

18.4 

18.38 

18.46 

18.54 

18.67 

19 

18.28 

18.36 

18.52 

18.45 

18.7 

18.73 

1 8.18 

18.34 

18.36 

18.42 

18.57 

1 8.66 

(1 10) 



18.27 0.06 



18/* 7 



18.39 



18.55 
18.12 



0.06 



18.34 0.07 



1 8.23 0.08 



11M2 0.04 



18.7-1 0.21 



0.12 



18.63 0.16 



18.29 0.1 



0.12 
0.17 



0.32 

0.3? 

0.36 

0.46 

0.23 

1.26 

0.66 

0.83 

0.55 

0.65 
0,90 



20.48 

20.55 

20.5 

20.61 

20.59 

70.41 

20.54 

20.6 

20.49 

20.48 

20.44 

20.38 

20.68 

20.87 

20.63 

21 .09 

21.04 

21.04 

20.67 

20.73 

20.65 

20.98 

20.84 

20.75 

20.46 

20.54 

20.48 

20.79 

20.78 

20.62 



25 ng 



standard 
mean deviation CV 



20.51 0.03 0.17 

70.54 0.1 1 0.S4 

20.54 0.06 0.28 

20.43 0.05 0.26 

20.73 0.1 3 0.61 

21.06 0.03 0.15 

20.68 0.04 0.2 

20.86 0.12 0.57 

20.51 0.07 0.32 

20.73 0.1 0.16 

20.66 0.19 0.94 



(or containing a partial cDNA for human fat-tor 
vm, pl ; 8TM. A scries of transections was sot 
up using a decreasing amount of the plasmid'iftO, 
4, 0.5, and O.I u.g). Twr.my-taur hours pnsi- 
trnnafec-i ion, total T^hJA Wfis purified fitim each 
flask of cells. (S-Aclin gene quantity was chosen as 
a value for normalisation of K«.'.inmiir. DNA con- 
centration from each sample. In this experiment, 
|i-actin gene content should remain constant 
relative to total genomic DNA. Figure 3 shows the 
result of the p-actln UNA measurement (100 ng 
total DNA determined by ultraviolet spectros- 
copy) Of each siuujile. Kaeh Sample was analyzed 
in triplicate and the mean p-acttn C^- values of 
the triplicates were plotted (error bars represent 
<-.~n rt-,..,iofrt ri«Miaiinnt 'I h»» htot«i*Rr ilifrerrnrr 



betw^n any two sample moans was O.fiS C,- Ten 
nanograms of total DNA of «ach sample were also 
examined for p-actin. The results a^ain showed 
that very similar amounts of genomic 1>NA were 
present; the maximum mean 1* actio <";, vaIuc 
diffcrence 1.0. A3 l'igurc 3 shows, the rate of 
P-actln C,. change between the 100 and 10-ng 
samples was similar (sIojm? values rang« butwoen 
3.56 and - 3.45). This verifies again that the 
method of sample preparation yields samplos of 
identical PCR integrity (j.O-, no sample contained 
an excessive ainounl of a VCfc Inhibitor). How- 
ever, these results Indicate that chcIi sample con 
talned slight dirfeienc.es in the actual amount of 
genomic 1>NA analyzed. Determination of actual 
ttunumic »>NA concent ration was accomplished 
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M 



Figure 2 Sample preparation purity. 1 he replicate 
samples shown In Table 1 wore hWo amplified In 
tripicate vising 25 ng of each DNA sample. The fig- 
uifc shows die input DNA concentration (100 and 
25 ng) vs. C, In iru- ti0nrf>. ihp 100 and no. 
points lor oach sample are connected by a line. 



by plotting the mean $-actio C, value obtained 
for each 100 llg samplw u« •» p-aclln standard 
imrve (shown In J'lg. 40). The actual genomic 
DNA concent™!'"" of each sumph:, «, was ob 
talncd by extrapolation to ttiu xuxii, 

Figure 1A shows the measured (t.ci., mill, 
normalised) quantities of /actor VJJJ plnsinid 
DNA (pPtSTM) from each of the four transient cell 
Inn infections. Each reaction contained 100 tig of 
total sample DNA (as determined by UV spectros- 
copy), liacb sample was analyzed in triplicate 
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Figure $ Analysis of liansfectcd cell DNA quantity 
and purity. I he DNA preparations of the (our 29.1 
cell transections (40, 4, 0.5, and 0.1 u,g of pF8TM) 
were analysed for the p-actln gene. 100 and 1 0 ng 
(determined by ultraviolet spectroscopy) of each 
sample were amplified in triplicate. For each 
amount of pF8TM that was transfected, the p-aciln 
C 7 values are plotted versus the total Input DNA 



PC.R jonplifi cations. As shown, pl-'BTM purified 
,f«jir Jbc 293 cells decreases (mean C, values in- 
vtutuO with decreasing amounts of plasmld 
.irmw.lH.lcd. The mean C l values obtained for 
prWW inTigure 4A were plotted on a standard 
curve comprised uf scilully diluted pFKTM, 
shown in figure 4B. The quanlily ul pl-XTM, b, 
found in each of the four transfoctloiiR was de- 
termined by extrapolation to the * axis of the 
standard curve In l'igure 4B. These uncorrected 
values, b, fcw'pwri'M were nonnxll/Aid m deicr- 
inine the actual amount of pl'8TM found per 100 
rig of genomic DNA by using the equation:. 

/> X 10 O ng uunal pi-*RTM copies per 
^ r 100 ng of genomic 1>NA 

where a •- actual genomic DNA in u sample and 
b >- pPHTM copies from the standard curve. T)>e 
normalised quantity of pI'STM per 100 ng of ge- 
nomic DNA for each of the four trans lections is 
shown lii Figure 4JJ. 'Hiese results show that the 
quantity of factor Vlll plasiutd associated wiili 
the Z93 cells, 21 hr after irujisfeelioii, di:t.n:.iser. 
with decreasing pJwwuiil uini.ttiuiailou used In 
the ifaiisfrction. The quantity of pl'bJ'M associ- 
ated with 293 cells, after trunsfectlon with 40 u.g 
of uiasmid, was 35 pgper 100 ng genomic DNA. 
Tills rcsulrs In -520 plasiuid copies per cell. 



DISCUSSION 

Wo have described a new method for quanOlnt- 
ing gene copy numbers using rtal-llmc nnulysls 
of PCR amplifications. Real-time HCK in compat- 
ible with cither of the two PCK (KT— PCR) ap- 

proacho: (1) tjuanlllative comtjelitivc where an 
lot en wl eoinpctltcu' for each target sequence i» 
tiscd for norrnaliisotJon (data not shown) or (2) 
quantitative comparadve 1>CK using a uuuiKdiza- 
tloii gene contained within the sample (i.e., p-nc- 
tin) or a "housekeeping" gene, for RT-PCK. If 
equal amounts of nucleic acid are analyzed for 
each sample and if the amplification ef/iiicncy 
before quantitative analysis l^ identical for each 
sample, the Inrernal cuntml (noimnli^iliou gene 
t>r competittJr) should give equal Mgnals for al) 
samples. 

Tlic real-time PCU method offers several ad- 
vantages over the other two mclhcKls currently 
employed (sec the Introduction). First, the real- 
time PCR method is performed in a doscd-tube 
system and requires no post-PCK ntiinipulatlon 



■y n r> o nn i 



From : BM_ PHONE No. : 310 472 0905 Dec. 05 2002 12:24RM P17 



HI.IO 1.1 AL. 



o 

l 



4» «.« u ai 
PlMtma mad In tr*AS(Mllon bio) 



V 



V. 



v. 



V 



V 



v 



!?>0{*fl •"•-(• jyyim* UNA! 



4 . i i 4 

mi iremiws lector vmoaptMt 




Figure 4 Quantitative fln»lysi< of pFSTM in transacted tells. (A) Amount of 
plasmid DMA. used for I he trunsfection plotted against Uiu iihjum C, value deter- 
rT ).'^2f J for P rs ™ remaining ^ br alter (ronsfoction. (C,Q Standard curvrs of 
pf-ftlM and fi-acdn, respectively. pr8TM DNA <fl) and genomic. DNA (Q were 
diluted iArlalry 1 :S before amplification with the appropriate primers. The p-actin 
standard curve wav used to normalise the results of /I to 100 rig of genomic DNA. 
(0) The amount of pF8TM present pc:r 100 ng of genomic DNA. 



of sample. Therefore, lh<> potential for PCK con- 
tamination in the laboratory is reduced bccausi' 
amplified products can l»« analysed and disposed 
■of without opening thi' runctiori tubes. Second, 
this method suppoils the us« of a norniiilixHtJoii 
gene (i.c, P-octin) for quantitative. PCR or house- 
keeping genes for quantitative RT-1'CU controls. 
Analysis Is performed in real time during the Jog 
phase of product accumulation. Analysis during 
lug -phase permits many different genes (over a 
wide input target range) to be analy/cd simulta- 
neously, without concern of reaching reaction 
plateau at different cycles. Tliis will make iiiulll- 
gen* analysis assays much casltsi to develop, be- 
cause individual internal uiuipetliuis will not be 
needed for each gene under analysis. Third, 
sample throughput will im.ied>c ditmialitally 
with the new method because, there is no |x>M. 
l'CR processing time. Additionally, winking In a 
yft-wcll format lx highly compatible with autO' 
niation technology. 

The real-time l'CR method is highly repro. 
duciblv. Replicate amplifications can be analyzed 



for «?acli sample minimizing ]>otcntlal error. The. 
sysinin allow* for a very large assay dynamic 
runge (approaching 1,000,000-fnhJ starting Uu- 
gel). Ualiifj u standard curve (or the. target ol in- 
terest, relative copy number values can be deter- 
mined for any unknown >>uii)pk\ fluorescent 
threshold Values, G, v contdair. linearly with rela- 
tive DNA copy numbers. Real time quantitative 
HT-PClt methodology (Gibson ct al v tills l.«u<-) 
has also bean developed, finally, real lime quan- 
titative l"Ol methodology can be used to develop 
high-throughput screening assays for a variety of 
applications (quantitative gene CApicasiun (KT- 
PCR), gene copy assays (I1cr2, I11V, etc.), geno- 
typlng (knockout mouse analysis), and lmmuuo- 
PC.RJ. 

Real-time POl may al.to Ik performed using 
intercalating dyes (Hlguchi ct ol. such as 

ciJiidium bromide. The fluorogenic probe 
method offers a ma|or advantage over inter- 
calating dyes- greater specificity (i.e., primer 
dimers and nonspecific PCR products are not de- 
icned). 
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METHODS 

Generation of «t Plasmld Containing a Partial 
cDNA far Human Factor VIII 

•fowl RNA y»«> harvested (UNAwl tt from T<-l Test, Inc., 
(-ntndswood, TX) frum evil*. I .-.isfecled wtU\ a factor VIII 
rvjiawluu v«ctor, pCISZ-BvUSO (Kaluit el III. lVHoi Cor. 
roan cl al. 1900). A factor VIII partial cl>NA wvjucniv WHS 
Kt iiKTaic-d by in - K:U |<ii.i»oAmpHZ tTlh ItNA WJl Xll 
(pan NoOK-ov/s^ts Applied hiosysicms, l-ostvi City, GA)) 

using the I'CIK primers PHfor mul l-fux-v (prirm-r Kcmimrrt 

are shown below). The ampllcon was feamplified usinR 
modified Iflfof and TOrcv primers (apix-mled wnh humlU 
and HwdlU restriction sire sequences »' tliv •*>' vi'dl *•»« 
clonal Into pGKM- 3Z (IVoniiliU Gorp.. Madison, Wl). The 
rcsLtlllnK clone, pV8TM, was used lor transient transfoctlon 
oJ 203 colli. 



Amplification of Target DNA ami Dulectlon of 
Amplicpn Factor VIII Plasmid DNA 

(pFS'l'M) was amplified with the pitmen l-'Hfor S'-iXXt- 
GTGGCiAAGAUllGAtxiicn'G-S' and l ! »rcv .v-aaa<:<;t- 
tMCCGTCKiATGG TAGCi-fl'.Hic rum-lion pivdueed « 482. 
up w.':k product. Tine forwurcl primer was de>lxuud lu tw 
agnize u unique Mipniuv found lit the 5' untranslated 
region of tliu paieiU pOSZ.Bt.Z5l> |iIdmiiUI <iml ihiiicfofe 
does not K'utiKiiUi: <iiiii amplify ihv human factor VIII 
gene, I'rimnrs woro chosen with the avsistanre of line conn- 
pulcr program Olis" 1.0 (Nuliimul lliuxcionccs, Inc., I'ly. 
mouth, MN). The luiman p-actln gene was amplified with 
tlic prtmcrj (J-wlin tirwai J primer TCACCCAOAt ri'CT 
GCCCATCTI'AGGA-.V and |i-aclin reverse- piimer .V.CAG- 
CGGAACC0(rr<:AlT(»CC-<VA'lGG-3'. The reacilon pro- 
cuieeo a 295- rip i»c:k product. 

Amplification reactions (SO pj) contaiitvd a l)N/\ 
sample, Kix I'CK Buffer II (S p.1), 20(1 p.M dATl', dCTl', 
<lG'fr, and Am |im dl)TI», 4 inx< Mg<:l„ 1.25, Units Ampll 
Ttit) r;NA polymerase, 0,5 unit AiiipKrase uracil rv-fily- 
unylim- (UNO), SO ptnolv of each faeioi VIII jirlinvi, und IS 
pinole of tNutli p actio pilmer. Th« leaviloiis mImi ixinlalncd 
0«C of the fp|lpwlnj{ di'K'Ctlmi prolan (KM) nu rnrli); 

i'8].r..i.<- !.'(VAM)A(ic?r<7m<iA.txrr<:e:nxzi , mYitiT. 

GCCTT(TAMRA)jj 3' and p-ai1in proU-S' (FAM)ATGCX;(^ 
XClAMKAiCCCCC^TCGCA TCp-.T wlirro p indicates 
plwuphnrylAtion nnd X Indicates a linker arm nucleotide. 
Reaction IuIk-j wrn.- M'n:o>An\p Optiitil Tul>cs (part Aum- 
IktNKOI OO.ta, I'crkln Uliuur) That wwe f roeutl (Mt IH-rfcln 
r.lrucr) to pn-vcnl ligiil from reflecting, Tube caps were 
similar in Mk-roAuip Gaps IhiI specially designed to pre- 
vent light seat tvring. All <il tli<- ItlU <.^,ii«.in>(iMi* wcr« snjv. 
pliud Ivy PE Applied ltiosyntenm (I ! «»»I<t C'My, CX) except 
the factor Vlll prliuera, wlilch syrnlieslzrd at Gwiv" 
lech, Inc. (Sunlli Sim i Francisco, CA). Probes wit«- dc*J(jn«l 
using the Oligy 4.<> software, follwylng guide-Hues kuj«. 
S«ic<i in tnc Model 7700 .sequence IH-kvum In.vtiuiiienl 
itiunual. briefly, probe T„ slinuUl he al least 5"C higher 
than the aruii-uliiiK ivuiyvmUnt: used durlnj; llx rmul cy- 
rlmg; primers sliinild »ut twin »uhlv duplexes - wiili lh<- 
probe. 

The themiol ••yr.llng conditions Included 2 niln at 
50"(': and 10 n»in al 95"C. •Ilicrtnal cycling proccnlcd with 



re-actions were performed '»» the Model 7700.Sequen«' l>e- 
U-t-tor (l*E Applied UlosysH/uiv), wrhlrli conlatiit ■* Cent- 
Anip t'<:U. .Sy&tvm iWKH U«.a< : llon coiiditioi«i w«rf pin- 
grutltlltuU un .i I'kww M«cintit«l> V100 (Apple CV.wnpnler, 
Santa Qara, t^\) linked dirvtily to the Model V70ft 
t)u«iw IXileelor, Ai>a'y»l« «»f d>ta w>« al«.t |wrf/»rmed on 
the Mm-lr>i<Mh computer. Collortton and analysis tnfi ware 
wn» dov«Ui|Te<l »t W. Applied Blosysiuins. 

li d n*fection of Cells with Factor Vlll Construtl 

l-our T17S flasks or 293 cells (ATGC Cm. 157:<), a human 
fetal kidney swpeiiKion cell line, were grown lo 80% con- 
lltioncy anil trantfeeted pl-KTM. Cells were kkiwii In tlu> 
tollowhn} medlni S0% HAM'S v\2 wlthcnil GMT, sm, 
glucose IIuJIk-wo's modified Kaxlernediiim (UMIiM) wltli. 
enn glycinu wiUi sodium bicafbtniate, 10% leial bovine 
scnrni, 2 him L-jjlulatnloc, *nd 1% penicilliu-strcptom)'- 
iln. The media rraa dianfjcd 30 ntln l>cfo«' Hi<- iransfee 
lion. pl : UTM DNA amounts of 40, A, OS, and 0.1 Hi were 
iidiletl io ml of n solution contalnlns 0.125 m CiiCI^- 
and 1 x IICI'HS. Tl»e four mixtures were left at awin ti'ii'- 
|jcr*liire f«« '.!) mln a«d then nddvil drnpwl.ic lo die cells. 
The n«»k» wn- ini.uljuted al 37"C'arvr! SW, C.i\ Un 24 hr, 
»v«shcd with VIK, and nuuspended In V\\S. The fOHtid 
jn-mk*! ceils were divided into «li«|uols und UNA was e»- 
tnicted luiiiiedlutely twins Ihv QIAump Bi<««i Kit (Qlapen. 
aiotsYrorth, C^), UNA w»s e.luh-d Into 200 p.1 ol 30 n.u 
TrU-UCJut pllH.(), 
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Contributed by David Botsteiri and Arnold J. Levine, October 21, 1998 

ABSTRACT Wnt family members are critical to many 
developmental processes, and components of the Wnt signal- 
ing pathway have been linked to tumorigenesis in familial and 
sporadic colon carcinomas. Here we report the identification 
of two genes, WISP-1 and WISP-2, that are up-regulated in the 
mouse mammary epithelial cell line C57MG transformed by 
Wnt-1, but not by Wnt-4. Together with a third related gene, 
WISPS, these proteins define a subfamily of the connective 
tissue growth factor family. Two distinct systems demon- 
strated WISP induction to be associated with the expression of 
Wnt-1. These included («') CS7MG cells infected with a Wnt-1 
retroviral vector or expressing Wnt-1 under the control of a 
tetracyline repressible promoter, and (ii) Wnt-1 transgenic 
mice. The WISP-1 gene was localized to human chromosome 
8q24.1-8q24 j. WISP-1 genomic DNA was amplified in colon 
cancer cell lines and in human colon tumors and its RNA 
overexpressed (2- to > 30-fold) in 84% of the tumors examined 
compared with patient-matched normal mucosa. WISP-3 
mapped to chromosome 6q22-6q23 and also was overex- 
pressed (4- to > 40-fold) in 63% of the colon tumors analyzed. 
In contrast, WISP-2 mapped to human chromosome 20ql2- 
20ql3 and its DNA was amplified, but RNA expression was 
reduced (2- to > 30-fold) in 79% of the tumors. These results 
suggest that the WISP genes may be downstream of Wnt-1 
signaling and that aberrant levels of WISP expression in colon 
cancer may play a role in colon tumorigenesis. 



Wnt-1 is a member of an expanding family of cysteine-rich, 
glycosylated signaling proteins that mediate diverse develop- 
mental processes such as the control of cell proliferation, 
adhesion, cell polarity, and the establishment of cell fates (1, 
2). Wnt-1 originally was identified as an oncogene activated by 
the insertion of mouse mammary tumor virus in virus-induced 
mammary adenocarcinomas (3, 4). Although Wnt-1 is not 
expressed in the normal mammary gland, expression of Wnt-1 
in transgenic mice causes mammary tumors (5). 

In mammalian cells, Wnt family members initiate signaling 
by binding to the seven-transmembrane spanning Frizzled 
receptors and recruiting the cytoplasmic protein Dishevelled 
(Dsh) to the cell membrane (1, 2, 6). Dsh then inhibits the 
kinase activity of the normally constitutively active glycogen 
synthase kinase-3/3 (GSK-3/3) resulting in an increase in 
/3-catenin levels. Stabilized /3-catenin interacts with the tran- 
scription factor TCF/Lefl, forming a complex that appears in 
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the nucleus and- binds TCF/Lefl target DNA elements to 
activate transcription (7, 8). Other experiments suggest that 
the adenomatous polyposis coli (APC) tumor suppressor gene 
also plays an important role in Wnt signaling by regulating 
/3-catenin levels (9). APC is phosphorylated by GSK-3/3, binds 
to /3-catenin, and facilitates its degradation. Mutations in 
either APC or /3-catenin have been associated with colon 
carcinomas and melanomas, suggesting these mutations con- 
tribute to the development of these types of cancer, implicating 
the Wnt pathway in tumorigenesis (1). 

Although much has been learned about the Wnt signaling 
pathway over the past several years, only a few of the tran- 
scriptionally activated downstream components activated by 
Wnt have been characterized. Those that have been described 
cannot account for all of the diverse functions attributed to 
Wnt signaling. Among the candidate Wnt target genes are 
those encoding the nodal-related 3 gene, Xnr3, a member of 
the transforming growth factor (TGF)-/3 superfamily, and the 
homeobox genes, engrailed,goosecoid, twin (Xtwn), and siamois 
(2). A recent report also identifies c-myc as a target gene of the 
Wnt signaling pathway (10). 

To identify additional downstream genes in the Wnt signal- 
ing pathway that are relevant to the transformed cell pheno- 
type, we used a PCR-based cDNA subtraction strategy, sup- 
pression subtractive hybridization (SSH) (11), using RNA 
isolated from C57MG mouse mammary epithelial cells and 
C57MG cells stably transformed by a Wnt-1 retrovirus. Over- 
expression of Wnt-1 in this cell line is sufficient to induce a 
partially transformed phenotype, characterized by elongated 
and refractile cells that lose contact inhibition and form a 
multilayered array (12, 13). We reasoned that genes differen- 
tially expressed between these two cell lines might contribute 
to the transformed phenotype. 

In this paper, we describe the cloning and characterization 
of two genes up-regulated in Wnt-1 transformed cells, WISP-1 
and WISP-2, and a third related gene, WISP-3. The WISP genes 
are members of the CCN family of growth factors, which 
includes connective tissue growth factor (CTGF), Cyr61, and 
nov, a family not previously linked to Wnt signaling. 

MATERIALS AND METHODS 

SSH. SSH was performed by using the PCR-Select cDNA 
Subtraction Kit (CLONTECH). Tester double-stranded 

Abbreviations: TGF, transforming growth factor; CTGF, connective 
tissue growth factor; SSH, suppression subtractive hybridization; 
VWC, von Willebrand factor type C module. 
Data deposition: The sequences reported in this paper have been 
deposited in the Genbank database (accession nos. AF100777, 
AF100778, AF100779, AF100780, and AF100781). 
tTo whom reprint requests should be addressed, e-mail: diane@gene. 
com. 
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cDNA was synthesized from 2 jig of poly(A) + RNA isolated 
from the C57MG/Wnt-1 cell line and driver cDNA from 2 /u.g 
of poly(A) + RNA from the parent C57MG cells. The sub- 
tracted cDN A library was subcloned into a pGEM-T vector for 
further analysis. 

cDNA Library Screening. Clones encoding full-length 
mouse WISP-1 were isolated by screening a AgtlO mouse 
embryo cDNA library (CLONTECH) with a 70-bp probe from 
the original partial clone 568 sequence corresponding to amino 
acids 128-169. Clones encoding full-length human WISP-1 
were isolated by screening AgtlO lung and fetal kidney cDNA 
libraries with the same probe at low stringency. Clones en- 
coding full-length mouse and human WISP-2 were isolated by 
screening a C57MG/Wnt-1 or human fetal lung cDNA library 
with a probe corresponding to nucleotides 1463-1512. Full- 
length cDNAs encoding WISP-3 were cloned from human 
bone marrow and fetal kidney libraries. 

Expression of Human WISP RNA. PCR amplification of 
first-strand cDNA was performed with human Multiple Tissue 
cDNA panels (CLONTECH) and 300 /xM of each dNTP at 
94°C for 1 sec, 62°C for 30 sec, 72°C for 1 min, for 22-32 cycles. 
WISP and glyceraldehyde-3-phosphate dehydrogenase primer 
sequences are available on request. 

In Situ Hybridization. 33 P-labeled sense and antisense ribo- 
probes were transcribed from an 897-bp PCR product corre- 
sponding to nucleotides 601-1440 of mouse WISP-1 or a 
294-bp PCR product corresponding to nucleotides 82-375 of 
mouse WISP-2. All tissues were processed as described (40). 

Radiation Hybrid Mapping. Genomic DNA from each 
hybrid in the Stanford G3 and Genebridge4 Radiation Hybrid 
Panels (Research Genetics, Huntsville, AL) and human and 
hamster control DNAs were PCR-amplified, and the results 
were submitted to the Stanford or Massachusetts Institute of 
Technology web servers. 

Cell Lines, Tumors, and Mucosa Specimens. Tissue speci- 
mens were obtained from the Department of Pathology (Uni- 
versity of Pittsburgh) for patients undergoing colon resection 
and from the University of Leeds, United Kingdom. Genomic 
DNA was isolated (Qiagen) from the pooled blood of 10 
normal human donors, surgical specimens, and the following 
ATCC human cell lines: SW480, COLO 320DM, HT-29, 
WiDr, and SW403 (colon adenocarcinomas), SW620 (lymph 
node metastasis, colon adenocarcinoma), HCT 116 (colon 
carcinoma), SK-CO-1 (colon adenocarcinoma, ascites), and 
HM7 (a variant of ATCC colon adenocarcinoma cell line LS 
174T). DNA concentration was determined by using Hoechst 
dye 33258 intercalation f luorimetry. Total RNA was prepared 
by homogenization in 7 M GuSCN followed by centrifugation 
over CsCl cushions or prepared by using RNAzol. 

Gene Amplification and RNA Expression Analysis. Relative 
gene amplification and RNA expression of WISPs and c-myc in 
the cell lines, colorectal tumors, and normal mucosa were 
determined by quantitative PCR. Gene-specific primers and 
fluorogenic probes (sequences available on request) were 
designed and used to amplify and quantitate the genes. The 
relative gene copy number was derived by using the formula 
2(a«) wnere ACt represents the difference in amplification 
cycles required to detect the WISP genes in peripheral blood 
lymphocyte DNA compared with colon tumor DNA or colon 
tumor RNA compared with normal mucosal RNA. The 
d-method was used for calculation of the SE of the gene copy 
number or RNA expression level. The WAW-specific signal was 
normalized to that of the glyceraldehyde-3-phosphate dehy- 
drogenase housekeeping gene. All TaqMan assay reagents 
were obtained from Perkin-Elmer Applied Biosystems. 

RESULTS 

Isolation of WISP-1 and WISP-2 by SSH. To identify Wnt- 
1-inducible genes, we used the technique of SSH using the 
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mouse mammary epithelial cell line C57MG and C57MG cells 
that stably express Wnt-1 (11). Candidate differentially ex- 
pressed cDNAs (1,384 total) were sequenced. Thirty-nine 
percent of the sequences matched known genes or homo- 
logues, 32% matched expressed sequence tags, and 29% had 
no match. To confirm that the transcript was differentially 
expressed, semiquantitative reverse transcription-PCR and 
Northern analysis were performed by using mRNA from the 
C57MG and C57MG/ Wnt-1 cells. 

Two of the cDNAs, WISP-1 and WISP-2, were differentially 
expressed, being induced in the C57MG/Wnt-1 cell line, but 
not in the parent C57MG cells or C57MG cells overexpressing 
Wnt-4 (Fig. 1 A and B). Wnt-4, unlike Wnt-1, does not induce 
the morphological transformation of C57MG cells and has no 
effect on /3-catenin levels (13, 14). Expression of WISP-1 was 
up-regulated approximately 3-fold in the C57MG/Wnt-1 cell 
line and WISP-2 by approximately 5-fold by both Northern 
analysis and reverse transcription-PCR. 

An independent, but similar, system was used to examine 
WISP expression after Wnt-1 induction. C57MG cells express- 
ing the Wnt-1 gene under the control of a tetracycline- 
repressible promoter produce low amounts of Wnt-1 in the 
repressed state but show a strong induction of Wnt-1 mRNA 
and protein within 24 hr after tetracycline removal (8). The 
levels of Wnt-1 and WISP RNA isolated from these cells at 
various times after tetracycline removal were assessed by 
quantitative PCR. Strong induction of Wnt-1 mRNA was seen 
as early as 10 hr after tetracycline removal. Induction of WISP 
mRNA (2- to 6-fold) was seen at 48 and 72 hr (data not shown). 
These data support our previous observations that show that 
WISP induction is correlated with Wnt-1 expression. Because 
the induction is slow, occurring after approximately 48 hr, the 
induction of I'/ISPs may be an indirect response to Wnt-1 
signaling. 

cDNA clones of human WISP-1 were isolated and the 
sequence compared with mouse WISP-1. The cDNA sequences 
of mouse and human WISP-1 were 1,766 and 2,830 bp in length, 
respectively, and encode proteins of 367 aa, with predicted 
relative molecular masses of =40,000 (M, 40 K). Both have 
hydrophobic N-terminal signal sequences, 38 conserved cys- 
teine residues, and four potential N-linked glycosylation sites 
and are 84% identical (Fig. 2/1). 

Full-length cDNA clones of mouse and human WISP-2 were 
1,734 and 1,293 bp in length, respectively, and encode proteins 
of 251 and 250 aa, respectively, with predicted relative molec- 
ular masses of ~27,'000 {M, 27 K) (Fig. 2B). Mouse and human 
WISP-2 are 73% identical. Human WISP-2 has no potential 
N-linked glycosylation sites, and mouse WISP-2 has one at 
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Fig. 1. WISP-1 and WISP-2 are induced by Wnt-1, but not Wnt-4, 
expression in C57MG cells. Northern analysis of WISP-1 (A) and 
WISP-2 (B) expression in C57MG, C57MG/Wnt-1, and C57MG/ 
Wnt-4 cells. Poly(A) + RNA (2 ^g) was subjected to Northern blot 
analysis and hybridized with a 70-bp mouse WISP-l-spcciRc probe 
(amino acids 278-300) or a 190-bp WIS P-2-speafic probe (nucleotides 
1438-1627) in the 3' untranslated region. Blots were rehybridized with 
human 0-actin probe. 
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Fig. 2. Encoded amino acid sequence alignment of mouse and 
human WISP-1 (A) and mouse and human WISP-2 (fl). The potential 
signal sequence, insulin-like growth factor-binding protein (IGF-BP), 
VWC, thrombospondin (TSP), and C-terminal (CT) domains are 
underlined. 

position 197. WISP-2 has 28 cysteine residues that are con- 
served among the 38 cysteines found in WISP-1. 

Identification of WISPS. To search for related proteins, we 
screened expressed sequence tag (EST) databases with the 
WISP-1 protein sequence and identified several ESTs as 
potentially related sequences. We identified a homologous 
protein that we have called WISP-3. A full-length human 
WISPS cDNA of 1,371 bp was isolated corresponding to those 
ESTs that encode a 354-aa protein with a predicted molecular 
mass of 39,293. WISP-3 has two potential N-linked glycosyl- 
ation sites and 36 cysteine residues. An alignment of the three 
human WISP proteins shows that WISP-1 and WISP-3 are the 
most similar (42% identity), whereas WISP-2 has 37% identity 
with WISP-1 and 32% identity with WISP-3 (Fig. 3L4). 

WISPs Are Homologous to the CTGF Family of Proteins. 
Human WISP-1, WISP-2, and WISPS are novel sequences; 
however, mouse WISP-1 is the same as the recently identified 
Elml gene. Elml is expressed in low, but not high, metastatic 
mouse melanoma cells, and suppresses the in vivo growth and 
metastatic potential of K-1735 mouse melanoma cells (15). 
Human and mouse WISP-2 are homologous to the recently 
described rat gene, rCop-1 (16). Significant homology (36- 
44%) was seen to the CCN family of growth factors. This family 
includes three members, CTGF, Cyr61, and the protoonco- 
gene nov. CTGF is a chemotactic and mitogenic factor for 
fibroblasts that is implicated in wound healing and fibrotic 
disorders and is induced by TGF-0 (17). Cyr61 is an extracel- 
lular matrix signaling molecule that promotes cell adhesion, 
proliferation, migration, angiogenesis, and tumor growth (18, 
19). nov (nephroblastoma overexpressed) is an immediate 
early gene associated with quiescence and found altered in 
Wilms tumors (20). The proteins of the CCN family share 
functional, but not sequence, . similarity to Wnt-1. All are 
secreted, cysteine-rich heparin binding glycoproteins that as- 
sociate with the cell surface and extracellular matrix. 

WISP proteins exhibit the modular architecture of the CCN 
family, characterized by four conserved cysteine-rich domains 
(Fig. 3B) (21). The N-terminal domain, which includes the first 
12 cysteine residues, contains a consensus sequence (GCGC- 
CXXC) conserved in most insulin-like growth factor (IGF)- 
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Fig. 3. (A) Encoded amino acid sequence alignment of human 
WISPs. The cysteine residues of WISP-1 and WISP-2 that are not 
present in WISP-3 are indicated with a dot. (B) Schematic represen- 
tation of the WISP proteins showing the domain structure and cysteine 
residues (vertical lines). The four cysteine residues in the VWC domain 
that are absent in WISP-3 are indicated with a dot. (C) Expression of 
WISP mRNA in human tissues. PCR was performed on human 
multiple-tissue cDNA panels (CLONTECH) from the indicated adult 
and fetal tissues. 

binding proteins (BP). This sequence is conserved in WISP-2 
and WISP-3, whereas WISP-1 has a glutamine in the third 
position instead of a glycine. CTGF recently has been shown 
to specifically bind IGF (22) and a truncated nov protein 
lacking the IGF-BP domain is oncogenic (23). The von Wil- 
lebrand factor type C module (VWC), also found in certain 
collagens and mucins, covers the next 10 cysteine residues, and 
is thought to participate in protein complex formation and 
oligomerization (24). The VWC domain of WISP-3 differs 
from all CCN family members described previously, in that it 
contains only six of the 10 cysteine residues (Fig. 3 A and B). 
A short variable region follows the VWC domain. The third 
module, the thrombospondin (TSP) domain is involved in 
binding to sulfated glycoconjugates and contains six cysteine 
residues and a conserved WSxCSxxCG motif first identified in 
thrombospondin (25). The C-terminal (CT) module contain- 
ing the remaining 10 cysteines is thought to be involved in 
dimerization and receptor binding (26). The CT domain is 
present in all CCN family members described to date but is 
absent in WISP-2 (Fig. 3/1 and B). The existence of a putative 
signal sequence and the absence of a transmembrane domain 
suggest that WISPs are secreted proteins, an observation 
supported by an analysis of their expression and secretion from 
mammalian cell and baculovirus cultures (data not shown). 

Expression of WISP mRNA in Human Tissues. Tissue- 
specific expression of human WISPs was characterized by PCR 
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analysis on adult and fetal multiple tissue cDNA panels. 
WISP-1 expression was seen in the adult heart, kidney, lung, 
pancreas, placenta, ovary, small intestine, and spleen (Fig. 3C). 
Little or no expression was detected in the brain, liver, skeletal 
muscle, colon, peripheral blood leukocytes, prostate, testis, or 
thymus. WISP-2 had a more restricted tissue expression and 
was detected in adult skeletal muscle, colon, ovary, and fetal 
lung. Predominant expression of WISPS was seen in adult 
kidney and testis and fetal kidney. Lower levels of WlSP-3 
expression were detected in placenta, ovary, prostate, and 
small intestine. 

In Situ Localization of WISP-1 and WISP-2. Expression of 
WISP-1 and WISP-2 was assessed by in situ hybridization in 
mammary tumors from Wnt-1 transgenic mice. Strong expres- 
sion of WISP-1 was observed in stromal fibroblasts lying within 
the fibrovascular tumor stroma (Fig. 4 A-D). However, low- 
level WISP-1 expression also was observed focally within tumor 
cells (data not shown). No expression was observed in normal 
breast. Like WISP-1, WISP-2 expression also was seen in the 
tumor stroma in breast tumors from Wnt-1 transgenic animals 
(Fig. 4 E-H). However, WISP-2 expression in the stroma was 
in spindle-shaped cells adjacent to capillary vessels, whereas 
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Fig. 4. (A, C, E, and G) Representative hematoxylin/eosin-stained 
images from breast tumors in Wnl-1 transgenic mice. The correspond- 
ing dark-field images showing WISP-1 expression are shown in B and 
D. The tumor is a moderately well-differentiated adenocarcinoma 
showing evidence of adenoid cystic change. At low power {A and B), 
expression of WISP-1 is seen in the delicate branching fibrovascular 
tumor stroma (arrowhead). At higher magnification, expression is seen 
in the stromal(s) fibroblasts (C and D), and tumor cells are negative. 
Focal expression of WISP-1, however, was observed in tumor cells in 
some areas. Images of WISP-2 expression are shown in E-H. At low 
power (E and F), expression of WISP-2 is seen in cells lying within the 
fibrovascular tumor stroma. At higher magnification, these cells 
appeared to be adjacent to capillary vessels whereas tumor cells are 
negative (G and H). 



the predominant cell type expressing WISP-1 was the stromal 
fibroblasts. 

Chromosome Localization of the WISP Genes. The chro- 
mosomal location of the human WISP genes was determined 
by radiation hybrid mapping panels. WISP-1 is approximately 
3.48 cR from the meiotic marker AFM259xc5 [logarithm of 
odds (lod) score 16.31] on chromosome 8q24.1 to 8q24.3, in the 
same region as the human locus of the novH family member 
(27) and roughly 4 Mbs distal to c-myc (28). Preliminary fine 
mapping indicates that WISP-1 is located near D8S1712 STS. 
WISP-2 is linked to the marker SHGC-33922 (lod = 1,000) on 
chromosome 20ql2-20ql3.1. Human WISP-3 mapped to chro- 
mosome 6q22-6q23 and is linked to the marker AFM211ze5 
(lod = 1,000). WISP-3 is approximately 18 Mbs proximal to 
CTGF and 23 Mbs proximal to the human cellular oncogene 
MYB (27, 29). 

Amplification and Aberrant Expression of WISPs in Human 
Colon Tumors. Amplification of protooncogenes is seen in 
many human tumors and has etiological and prognostic sig- 
nificance. For example, in a variety of tumor types, c-myc 
amplification has been associated with malignant progression 
and poor prognosis (30). Because WISP-1 resides in the same 
general chromosomal location (8q24) as c-myc, we asked 
whether it was a target of gene amplification, and, if so, 
whether this amplification was independent of the c-myc locus. 
Genomic DNA from human colon cancer cell lines was 
assessed by quantitative PCR and Southern blot analysis. (Fig. 
5 A and B). Both methods detected similar degrees of WISP-1 
amplification. Most cell lines showed significant (2- to 4-fold) 
amplification, with the HT-29 and WiDr cell lines demonstrat- 
ing an 8-fold increase. Significantly, the pattern of amplifica- 
tion observed did not correlate with that observed for c-myc, 
indicating that the c-myc gene is not part of the amplicon that 
involves the WISP-1 locus. 

We next examined whether the WISP genes were amplified 
in a panel of 25 primary human colon adenocarcinomas. The 
relative WISP gene copy number in each colon tumor DNA 
was compared with pooled normal DNA from 10 donors by 
quantitative PCR (Fig. 6). The copy number of WISP-1 and 
WISP-2 was significantly greater than one, approximately 
2-fold for WISP-1 in about 60% of the tumors and 2- to 4-fold 
for WISP-2 in 92% of the tumors (P < 0.001 for each). The 
copy number for WISP-3 was indistinguishable from one (P = 
0.166). In addition, the copy number of WISP-2 was signifi- 
cantly higher than that of WISP-1 (P < 0.001). 

The levels of WISP transcripts in RNA isolated from 19 
adenocarcinomas and their matched normal mucosa were 
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Fig. 5. Amplification of WISP-1 genomic DNA in colon cancer cell 
lines. (A ) Amplification in cell line DNA was determined by quanti- 
tative PCR. (B) Southern blots containing genomic DNA (10 fig) 
digested with EcoRI (WISP-1) or Xbal (c-myc) were hybridized with 
a 100-bp human WISP-1 probe (amino acids 186-219) or a human 
c-myc probe (located at bp 1901-2000). The WISP and myc genes are 
detected in normal human genomic DNA after a longer film exposure. 
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Fig. 6. Genomic amplification of WISP genes in human colon 
tumors. The relative gene copy number of the WISP genes in 25 
adenocarcinomas was assayed by quantitative PCR, by comparing 
DNA from primary human tumors with pooled DNA from 10 healthy 
donors. The data are means ± SEM from one experiment done in 
triplicate. The experiment was repeated at least three times. 

assessed by quantitative PCR (Fig. 7). The level of WISP-1 
RNA present in tumor tissue varied but was significantly 
increased (2- to >25-fold) in 84% (16/19) of the human colon 
tumors examined compared with normal adjacent mucosa. 
Four of 19 tumors showed greater than 10-fold overexpression. 
In contrast, in 79% (15/19) of the tumors examined, WISP-2 
RNA expression was significantly lower in the tumor than the 
mucosa. Similar to WISP-1, WISP-3 RNA was overexpressed in 
63% (12/19) of the colon tumors compared with the normal 
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Fig. 7. WISP RNA expression in primary human colon tumors 
relative to expression in normal mucosa from the same patient. 
Expression of WISP mRNA in 19 adenocarcinomas was assayed by 
quantitative PCR. The Dukes stage of the tumor is listed under the 
sample number. The data are means ± SEM from one experiment 
done in triplicate. The experiment was repeated at least twice. 



mucosa. The amount of overexpression of WISP-3 ranged from 
4- to >40-fold. 



DISCUSSION 

One approach to understanding the molecular basis of cancer 
is to identify differences in gene expression between cancer 
cells and normal cells. Strategies based on assumptions that 
steady-state mRNA levels will differ between normal and 
malignant cells have been used to clone differentially ex- 
pressed genes (31). We have used a PCR-based selection 
strategy, SSH, to identify genes selectively expressed in 
C57MG mouse mammary epithelial cells transformed by 
Wnt-1. 

Three of the genes isolated, WISP-1, WISP-2, and WISP-3, 
are members of the CCN family of growth factors, which 
includes CTGF, Cyr61, and nov, a family not previously linked 
to Wnt signaling. 

Two independent experimental systems demonstrated that 
WISP induction was associated with the expression of Wnt-1. 
The first was C57MG cells infected with a Wnt-1 retroviral 
vector or C57MG cells expressing Wnt-1 under the control of 
a tetracyline-repressible promoter, and the second was in 
Wnt-1 transgenic mice, where breast tissue expresses Wnt-1, 
whereas normal breast tissue does not. No WISP RNA expres- 
sion was detected in mammary tumors induced by polyoma 
virus middle T antigen (data not shown). These data suggest 
a link between Wnt-1 and WISPs in that in these two situations, 
WISP induction was correlated with Wnt-1 expression. 

It is not clear whether the WISPs are directly or indirectly 
induced by the downstream components of the Wnt-1 signaling 
pathway (i.e., 0-catenin-TCF-l/Lefl). The increased levels of 
WISP RNA were measured in Wnt-l-transforrried cells, hours 
or days after Wnt-1 transformation.. Thus, WISP expression 
could result from Wnt-1 signaling directly through /3-catenin 
transcription factor regulation or alternatively through Wnt-1 
signaling turning on a transcription factor, which in turn 
regulates WISPs. 

The WISPs define an additional subfamily of the CCN family 
of growth factors. One striking difference observed in the 
protein sequence of WISP-2 is the absence of a CT domain, 
which is present in CTGF, Cyr61, nov, WISP-1, and WISP-3. 
This domain is thought to be involved in receptor binding and 
dimerization. Growth factors, such as TGF-/3, platelet-derived 
growth factor, and nerve growth factor, which contain a cystine 
knot motif exist as dimers (32). It is tempting to speculate that 
WISP-1 and WISP-3 may exist as dimers, whereas WISP-2 
exists as a monomer. If the CT domain is also important for 
receptor binding, WISP-2 may bind its receptor through a 
different region of the molecule than the other CCN family 
members. No specific receptors have been identified for CTGF 
or nov. A recent report has shown that integrin a v fij serves as 
an adhesion receptor for Cyr61 (33). 

The strong expression of WISP-1 and WISP-2 in cells lying 
within the fibrovascular tumor stroma in breast tumors from 
Wnt-1 transgenic animals is consistent with previous obser- 
vations that transcripts for the related CTGF gene are pri- 
marily expressed in the fibrous stroma of mammary tumors 
(34). Epithelial cells are thought to control the proliferation of 
connective tissue stroma in mammary tumors by a cascade of 
growth factor signals similar to that controlling connective 
tissue formation during wound repair. It has been proposed 
that mammary tumor cells or inflammatory cells at the tumor 
interstitial interface secrete TGF-01, which is the stimulus for 
stromal proliferation (34). TGF-/31 is secreted by a large 
percentage of malignant breast tumors and may be one of the 
growth factors that stimulates the production of CTGF and 
WISPs in the stroma. 

It was of interest that WISP-1 and WISP-2 expression was 
observed in the stromal cells that surrounded the tumor cells 
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(epithelial cells) in the Wnt-1 transgenic mouse sections of 
breast tissue. This finding suggests that paracrine signaling 
could occur in which the stromal cells could supply WISP-1 and 
WISP-2 to regulate tumor cell growth on the WISP extracel- 
lular matrix. Stromal cell-derived factors in the extracellular 
matrix have been postulated to play a role in tumor cell 
migration and proliferation (35). The localization of WISP-1 
and WISP-2 in the stromal cells of breast tumors supports this 
paracrine model. 

An analysis of WISP-1 gene amplification and expression in 
human colon tumors showed a correlation between DNA 
amplification and overexpression, whereas overexpression of 
WISP-3 RNA was seen in the absence of DNA amplification. 
In contrast, WISP-2 DNA was amplified in the colon tumors, 
but its mRNA expression was significantly reduced in the 
majority of tumors compared with the expression in normal 
colonic mucosa from the same patient. The gene for human 
WISP-2 was localized to chromosome 20ql2-20ql3, at a region 
frequently amplified and associated with poor prognosis in 
node negative breast cancer and many colon cancers, suggest- 
ing the existence of one or more oncogenes at this locus 
(36-38). Because the center of the 20ql3 amplicon has not yet 
been identified, it is possible that the apparent amplification 
observed for WISP-2 may be caused by another gene in this 
amplicon. 

A recent manuscript on rCop-1, the rat orthologue of 
WISP-2, describes the loss of expression of this gene after cell 
transformation, suggesting it may be a negative regulator of 
growth in cell lines (16). Although the mechanism by which 
WISP-2 RNA expression is down -regulated during malignant 
transformation is unknown, the reduced expression of WISP-2 
in colon tumors and cell lines suggests that it may function as 
a tumor suppressor. These results show that the WISP genes 
are aberrantly expressed in colon cancer and suggest that their 
altered expression may confer selective growth advantage to 
the tumor. 

Members of the Wnt signaling pathway have been impli- 
cated in the pathogenesis of colon cancer, breast cancer, and 
melanoma, including the tumor suppressor gene adenomatous 
polyposis coli and B-catenin (39). Mutations in specific regions 
of either gene can cause the stabilization and accumulation of 
cytoplasmic 8-catenin, which presumably contributes to hu- 
man carcinogenesis through the activation of target genes such 
as the WISPs. Although the mechanism by which Wnt-1 
transforms cells and induces tumorigenesis is unknown, the 
identification of WISPs as genes that may be regulated down- 
stream of Wnt-1 in C57MG cells suggests they could be 
important mediators of Wnt-1 transformation. The amplifica- 
tion and altered expression patterns of the WISPs in human 
colon tumors may indicate an important role for these genes 
in tumor development. . 
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Wc have developed a novel "real time" quantitative PCR method. The method measures PCR product 
accumulation through a dual-labeled nuotogenic probe (i.c., TaqMan Probe). This method provides v«7 
accurate and reproducible quantitation or gene copies. Unlike other quantitative PCR methods, real-time PCR 
does nor require post-PCR sample handling, preventing potential PCR product carry-over contamination and 
resulting in much raster and higher throughput assays. The real-time PCR method has a very large dynamic 
ranee of starting target molecule determination (at least five orders of maenitude). Real-time auaniltarlvc 
PCR is extremely accurate and less labor-intensive than current quantitative PCR methods. 



Quantitative nucleic acid sequence analysis lias 
had an important role in many fields of biologi- 
cal research. Measurement of gents expression 
(RNA) has been used extensively In monitoring 
biological responses to various sliniuli (Tan el al. 
1994; Huang el al. I995a,b; Prud'homme et al. 
1995), Quantitative gene analysis (DNA) lias 
iH-en used to determine the genome quantity of a 
particular gene, as in the case. of the human HER2 
gene, which Is amplified in --30% of breast tu- 
mors (filarrion et al. 1987). Gene and genome 
quantitation (1?NA and RNA) also have been used 
for analysis of human immunodeficiency virus 
(IIJV) burden demonstrating changes in the lev- 
els of vl rtts throughout the different phases of the 
disease (Connor et al. 1993; Pltttak et al. jvysb; 
1-nrtadf) et al. 1995). 

Many methods have been described for tin: 
quantitative analysis ot nucleic acid sequences 
(both for RNA and DNA; Southern 19/6; Sharp ct 
al. 19K0; Thomas 19H0). Recently, PCR lias 
proven to be a powerful tool for quantitative 
nudclc acid analysis. PCR and reverse transcrip- 
tase (R'O-PCR have permitted the analysis of 
minimal starting quantities of nucleic acid (as 
little as one cell equivalent). This has mode ik>s- 
slble many experiments that could not hove been 
performed with traditional methods. Although 
PCR has provided a jwwcrful tool, it is imperative 
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that It be used properly for quantitation (V.suy- 
maekCTS 1995). Many early reports of quantita- 
tive: PCR and RT-PCR described quantitation of 
the PCR product but did not measure the initial 
target sequence, quantity. It is essentia) to design 
proper controls for the quantitation of the initial 
target sequences (Herrc 1992; Clemen tl cl al. 
1003) 

Researchers have, developed several methods 
of quantitative PCR ajid RT-PCR, One approach 
measures PCR product quantity in the log phase 
of the reaction before the plateau (Kellogg et al. 
1990; fang ct a). 1990). This method requires 
(hat each sample has equal input amounts of 
nuclei* add and that each sample under analysis 
amplifies with identical efficiency up to the point 
of quantitative analysis. A gene sequence (con- 
tained in all samples at relatively constant quan- 
tities, such as p-aclln) tan be used for sample 
amplification efficiency normalization. Using 
conventional methods of PCR detection and 
quantitation (gel electrophoresis or plate capture 
hybridization), it is extremely laborious to assure 
that all samples are analyzed during the log phase 
of the reaction (for liolh the target gene and the 
normalization gene). Another method, quantita- 
tive competitive (QCHXHi, has l>een developed 
and is tiscd widely for PCR quantitation. QC-PCR 
relics on the inclusion of an internal control 
competitor in each reaction (Becker-Andre 1991; 
Hatak el al. 1993«,1>). The efficiency of each re- 
action is normalized to the Internal competitor, 
a irnnwn amount of internal competitor ean be 
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added to each sample. To obtain relative rpiani- 
tatlon, the unknown target PGR product is com- 
pared with the known competitor I'C.U product. 
.Success of a quantitative competitive I'CU assay 
relies on developing an Internal control that am- 
|iliri« will) the same efficiency as tlic uugel mol- 
ecule. The design of the compctitoi and the vali- 
dation of amplification efficiencies icquirc a 
dedicated effort. However, because QtM'CRdoes 
not require that PC'.K jiukKicIs be jmalyyxtd during 
the log phase of Hits amplification, it is tin; easier 
of the two methods to use. 

Several detection systems «ie iwl for quan 
tltative PCK and RT-l'CJtt analysis; (1) agarose 
gels, (2) /luuresceiil labeling of T*OR products and 
detection with Inncrr-induced fluorescence vising 
capillary electrophoresis (h'useo ct al. 1995; Wil- 
liams ct al. 1 996) or acrylajtiide gels, and (3) plate 
capture and sandwich probe hybridization (Mul- 
der el al. 1994). Although these method.", provtrd 
successful, each method requires posl-l'CR ma- 
nlpularlons That add time to the analysis and 
may lead to hibumloty t oiil«nrilnation. The 
sample throughput of these method* i.% limited 
(with the vxccpllon of the plate capture ap- 
proach). Mini, tli«n:fwn:, these methods ore not 
well suited fi» u4i» demanding high sample 
Throughput (I.e., screening of large nunibers of 

hloiuottn.ul» oi analyzing SAmplva [\u diagnos- 
tic* or clinical trials). 

Here, we report the development of a novel 
ii.way for quantitative DNA analysis. The assay is 
based on ihe us*: of the 5' nuclease assay first 
described by Holland ct al. (1993). The method 
uses the nuclease, activity of 7Vi</ polymerase to 
cleave a noncxtcndlblc hybridlz-atiou probe dur- 
ing t>ic extension phase of I'CU- 1"lie approach 
uses dual-labeled fluorogenic hybridisation 
probes (Lcc et al. 3 9J>3; Jlasslcr cl «1. 1993; Uvok 
el al, 1995a,b). One fluorescent dye serves as n 
reporter |FAM (i.e., o-carboxyfluoresvcin)| and its 
emission spectra is quenched by the second fluo- 
rescent dye, TAMRA (I.e., o-carboxy-tetramethyl- 
i hodamino). TJic nuclease degradation of the hy- 
hrldi/Jitton pmbe release's the quenching uf Ule 
I'AM fluorescent emission, resulting; in an In- 
crease In peak fluorescent emission at SIB tun. 
The use Ota sequence delcctor (AM Prism) allows 
measurement of fluorescent siKXlru of all 96 wells 
of the thermal eyelet continuously during the 
1"C;K amplification. Therefore, the reuclions «ie 
luonUored in real lime. The output data is de- 
scribed and quantitative analysis of input target 
DNA sequences 15 discussed below. 



RESULTS 

PCR Product Detection in R«m1 Time 

The goal was to develop a high-throughput, sen- 
sitive, and Accurate gene quantitation assay for 
use In monitoring lipid mediated therapeutic 
gene delivery. A plasmid encoding human factor 
Vlll gene sequence, pF8TM (sec. Methods), was 
used as a model therapeutic gene. Tito assay us<h 
fluorescent Taqmait methodology and an instru- 
ment capable of measuring fluorescence in real 
time (Alll Prism 7700 Sequence Deieclnr). The. 
TtKjm«m reaction requires i» hybridization probe 
I allied with two different fluorescent dyes. One 
dye Is a reporter dyu (I'AM), the other is H quench- 
ing dye (TAMRA). When xlivpuiU: is intact, fluo- 
i esc en 1 energy transfer occurs and the reporter 
dye fluorescent emission is absorbed by the 
quenching dye (TAMRA). During Die extension 
phase of the I'CK cycle, ihe fluorescent hybrid- 
lyjdlnn probe l'. cleaved by t!ie 5 nucleolytic 
ociivity of the. DNA polymerase. On cleavage of 
the probe, the reporter dye emission is no longer 
transferred efficiently to the quenching dye, re 
suiting In an increase of the reporter d ye fluores- 
cent cmin.-iioii spectra. PGR primers und prul»L'n 
were designed foi the liuman factor VJ1J se- 
quence and human p-actln gene, (as di-.seril>ed in 
Methods). Optimization reactions were per- 
formed to choose the appropriate probe und 
magnesium concentrations yielding ihe highest 
Intensity of reporter fluorescent signal without 
sacrificing specificity. The Instrument uses a 
chftrKC'COtipicd device (i.e., CCD camera) for 
measuring the fluorescent emission speetru from 
500 to f*i50 run. liach PC-R tul>c was monitored 
sequentially for 2.1 msec with c\>ntInuous moni- 
toring ihroughout the aniplificatioi'i. Uach tube 
won rr-examlricd every 8.5 see. Computer soft- 
ware was designed to examine the fluorescent In- 
tensity of both the reporter dye (FAM) and 
the quenching dye (TAMRA). The I luorcsccnl 
intensity of the quenching dye, TAMUA, changes 
very little over the course of the PCR ampllfi. 
cation (data not shown). Therefore, the Intensity 
of TAM11A dye emission serves »n an internal 
standard with which to iioi-iiiuIUkj the reporter 
dyit (FAM) emission vnrintJons. T1>e software cal- 
culates a value termed AUn (or ARO) using the 
following equation: ARn - (Un J ) (nn""), wl>cre 
Rn J • emission intensity ut reporter/emission in- 
tensity of quencher al any given time In n rone 
tlon tube, and Ru r- emission intenxility of re- 
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porter/emission Inumity uf quencher measured 
prior 10 I'CK amplication in that same reaction 
tube, lor the purpose of quantitation, the lasi 
tlirc-c data points (ARm) collected during the. ex* 
tension Step for each 1 J C:K cycle were analyzed. 
The nucleolytic degradation Of the liyUridi/.«tion 
probe occurs during the extcniwoM phase of i'ijk, 
and, therefore, reporter fluorescent (:iiii»muji in- 
creases during this time. 'Jin: tluw: data point* 
were averaged for eacli KJk cycle and the uunn 
value for each was plotted m an "amplification 
plot" shown In J'ijjurc lA - T,lL ' likKn rnea ' 1 va)w '* 
plotted on the j'-axls, and time, represented by 
cycle number, is plotted on thex-axis. During tlit 
early cycles of the VCR amphfltatlon, the ARn 



value remains at base line When sufficient hy- 
bridixallnn probe has been cleaved by Hie Tu/J 
polymerase nuclease activity, thu iiileii&ily of ro- 
portvr flwoitrtccni emission liiereaM.-e.. Most IKJU 
amplifications read) » plateau phoNc of roportvr 
fluuicM-vnt omifisfon If the reaction Is carried out 
to high cycle uuiiiK-in- The amplification plot i'J 
uxaiiiimul vuily in Um reaction, at a paint lhai 
icjjicscnts ilif log phase of prodmM arnimula' 
tion. This is done by assigning an aibilnuy 
threshold thai is based on the vuriubilily of the 
l»!tK-linv d H U- In I'igute. 1 A, the threshold was set 
at l(> standard deviation* above, the mean of 
base Uric eniljwum calculated from tydcit 1 lo 1 5. 
Once the threshold is chosen, the point at which 
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Figure 1 PCR product detection in real time. (4) The. Model 7700 Mjftware will construct ampliftcatfon pioti 
from the extension phase fluorescent emission data collected during the PCR amplification. The standard de- 
viation is determined from the data points collected from the base line of the amplifteation plot, c values are 
calculated by determining the poim at which the fluorescence exceeds a threshold limit (usually 10 times the 
standard deviation of the base line). (B) Overlay ot amplification plois of serially (1 :2) diluted human gem>rnic 
dna samples amplified with B-actin primers. (Q Input DNA concentration of the samples plotted versus Cj. All 
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the amplification plot crosses the thresholds ele 
fined as C,. C, is retried as the cycle number 
this point. Ac will be demonstruttid, th« t',, .value 
is pieUiiiive of the quantity of input targe.!. 

Cj Values Provide a Quantitative Measurement, o*' 
lnpur Targer Sequences 

Plgure. 1B shows amplification plot* .of ] i» •uiYhjv- 
ent TCR amplifications overlaid. 'l"hc amplifou 
tions were performed on a 1:2 serial dilution tit. 
human genomic UNA. 'l"hc amplified target v.iu 
human p aetln. The amplification plots «liifl to 
the right (to higher threshold cycles) ns the inpui 
target quantity is reduced, 'ihis is expected ho 
mum reactions with fewer starting copies of the 
target molecule require greater amplification to 
degrade enough probe to attain the Threshold 
fluorescence. An arbitrary threshold of 10 stan- 
dard deviations above the base line was used to 
determine the O r values. Figure 1C represents the 
C T values plotted versus the sample dilution 
value, Each dilution was amplified in triplicate 
I'c:r amplifications and plotted as mean values 
with error bars representing one standard devia- 
tion. The C T values decrease linearly with increas- 
ing target quantity. Thus, G, values can be used 
as n quantitative measurement of the input target 
number. It should be noted that the amplifica- 
tion plot for the 15.6- ng sample shown in Figure 
IB docs not reflect the same fluorescent rate of 
Increase exhibited by most of the other samples. 
'Hie 15.6-ng sample also achieves endpolnl pla- 
teau at a lower fluorescent value than would he 
expected based on the input I>NA. This phenom- 
enon has been observed, occasionally with other 
samples (data not shown) and may be attribut- 
able to late cycle inhibition; this hypothesis is 
still under investigation. It is important to note 
that the flattened slope and early plateau do not 
impact significantly the calculated 0, value us 
demonstrated by the 111 on the line shown m 
Figure 1 C. All triplicate amplifications resulted in 
very similar C,- values— the standard deviation 
did not exceed O.S> for any dilution. Tills experi- 
ment contains a >1 00,000-fold range of Input tar- 
get molecules. Using C-,- values for quantitation 
permits a much larger assay range than directly 
using total fluorescent emission intensity for 
quantitation. The linear range ol lluorcsccni in- 
tensity measurement of the AIM Prism 7700 J>e- 
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mt'iitK over n very large t*iij;<> of rflnllvo «artlnf>, 
target quantities. 

Sample Preparation Validation 

Several parameters influence the cflieUnry of 
PC'.R amplification: magnesium and salt concen- 
trations, reaction conditions (i.e., time and tem- 
perature), I'CH target size and composition, 
primer sequences, and sample purity. All of the 
above (actors are common to a single I'CU assay, 
except sample to sample purity, in an effort to 
validate (he. method of sample preparation for 
the factor Vlil assay, PCK amplification reproduc- 
ibility and oiflciency oi 10 replicate sample 
preparations were examined.. After genomic DNA 
was prepared from the TO replicate samples, the 
DNA was quantllalcd by ultraviolet spectroscopy. 
Amplifications were performed analyzing (3-aciln 
gem: content III 100 and 25 ng of total genomic 
UNA. Each I'CK amplification was performed in 
triplicate. Comparison of C r values for each trip- 
iicate sample show minimal variation baswl on 
standard deviation and coefficient of variance 
(Tabic 1). Therefore, each ol the triplicate r*CU 
amplifications was highly reproducible, demon- 
strating that real time. PCK using this inslrumcn- 
tnllon introduces minimal variation Into the 
quantitative J'CK analysis, (^miparlson of the. 
mean C, values of the 10 replicate sample prepa- 
rations also showed minimal variability, indicat- 
ing that each sample preparation yielded similar 
results for f*-actln gene quantity. The highcsl ("V 
difference between any of rhe samples was 0.85 
and 0.73 for the 100 and 25 ng samples, respec- 
tively. Additionally, the amplification of each 
sample, exhibited an equivalent rate- of fluorcsv 
cent emission intensity change per amount of 
DNA target analyzed as indicated by similar 
slopes derived from the sample, dilutions (Fig. 2). 
Any .sample containing an excess of a 1'Clt inhibi- 
tor would exhibit a greater measured 6-actin O r 
valuc for a given quantity of DNA. In addition, 
the inhibitor would be diluted along with the. 
sample in the dilution analysis (Hifl. 2), altering 
the expected C,- value change. Each sample am- 
plification yielded a similar result in the analysis, 
demonstrating that this method of sample prepa- 
ration is highly reproducible with regard to 
sample purity. 

Quantitative Analvsis of a Plasmid After 
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Table 1 . Reproducibility of Sample Preparation Method 



I 



6 
7 
8 
9 
10 

Mean 



100 ng 



Sample 

no. Cr 



standard 
mean deviation 



CV 



18.24 
18.23 
.19.33 
18.33 
18.35 
1M4 
18.3 
18.3 
18.42 
18.15 
18.23 
18.32 
18.4 
18.38 
18.46 
18.54 
18.67 
19 

18.28 

18.36 

18.52 

18.45 

18.7 

18.73 

18.18 

18.31 

16.26 

18.42 

18.57 

1 B.66 

0 10) 



1«.27 0.06 



18."* 7 O.OiS 



18.34 0.07 



18.23 0.08 



18.42 0.04 



18.74 0.21 



18.39 



18.55 
18.12 



0.12 



18.63 0.16 



18.29 0.1 



0.12 
0.17 



0.32 
0.3? 
0.36 
0.46 

0.23 

1.26 

0.66 

0.83 

0.5.4 

0.65 
0,90 



20.46 

20.55 

20.5 

20.61 

20.59 

70.41 

20.51 

20.6 

20.49 

20.46 

20.44 

20.38 

20.68 

20.87 

20.63 

21.09 

21.04 

21.01 

20.67 

20,73 

20.65 

20.96 

20.84 

20.75 

20.46 

20.54 

20.48 

20.79 

20.78 

20.62 



25 ng 



standard 
mean deviation CV 



20.51 0.03 0.1 7 

70.54 0.11 0.54 

20.54 0.06 0.28 

20.43 0.05 0.26 

20.73 0.13 0.61 

21.06 0.03 0.15 

20.68 0.04 0.2 

20.86 0.12 0.57 

20.51 0.07 0.32 

20.73 0.1 0.16 

20.66 0.19 0,94 



(or containing a partial cDNA for human fat-tor 
Vfll, pl-'STM. A series of transfeclions was sot 
up using a decreasing amount of the plasinid\40, 
4, 0.5, and O.l u,g). 1 Willy-four hours posl- 
trniisfection, total DNA wes purified from each 
flask of veils. p-Aclin gene quantity wa*(.-hu*rii #s 
a value for normalihai inn of «cui>iuic. DNA con- 
centration from each sample. In this cxpcrijmcnt, 
B-achn gene content should remain constant 
relative to total genomic DNA. Figure 3 shows Hie 
result of the p-actln DNA measurement (100 ng 
lolal DNA determined by ultraviolet spectros- 
copy) of each sample. Kaeh Sample was analyzed 
in triplicate and the mean p-actin values of 
the triplicates were, plotted (error bars represent 
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Ui4w<ii^ii any \w(\ samplci moans was 0.95 C,- Ten 
nanograms of total UNA of each sample were also 
examine*! for p-aclln. The results again showed 
that very similar amounts of genomic 1>NA were 
present; the maximum mean p actio <";, value 
difference was 1 .0. As figure 3 shows, the rate of 
p actlu G r ulumgc between the 100 and 10-ng 
samples was simitar (slope values rang« butwoon 
3.56 *mU - 3.45). This verifies again ih«( Ihe 
method of sample preparation yields samples of 
identical PCR integrity (><<-. no sample contained 
an excessive amount of a VCR inhibitor). I low. 
ever, these results indicate that each sample con 
talned slight diffeiene.es in the actual amount of 
genomic 1>MA analysed. Determination of actual 
uunumic 1>NA concentration was accomplished 
eOHH 20S6 09i 6*6 Vfd 00=ST 200Z/S0/ZT 



From : BML 



PHONE No. : 310 472 0905 



Deo. 05 2082 12:24AM P16 



Hi At flMI- QUANTITATIVE \KM 



r 

1 





81 * 




21> 




KV.6 


d- 


]£U- 






CTJ. 


1V.5- 




10 




184. 




16 



8wnj>t» 




1.4 



1,6 1.0 1.7 IJJ IJ 
log (ng Input genomic DMA) 



Figure 2 Sample preparation purity. 1 he replies** 
samples shown In Table 1 wore also amplified In 
tripicate using 25 ng ©f each DNA sample. The fig- 
oit: shows die input DNA concentration (100 arid 
25 ng) VS. C, In ihr- lipiirp. 1h<» 1O0 and PS ng 
points for each sample are connected by a line. 



by plotting the mean K-stctio C,. value obtained 
for eaiili 100 ng stunplv on a ft-aclln standard 
i.nive (shown In J'ig- 40). The actual genomic 
DNA concentration of each aumplu, <i, was ob 
tallied by extrapolation to thu *uxi&. 

Fifivirc 4A shows the measured (l.u-, n«a. 
normalised) q\iaiitili«;.>. of /actor VI)) plnxiniil 
ONA (pltsTM) from each of tl«: four transient cell 
tra"<ifoc-tlons. Each reaction contained 100 ng of 
total sample DNA (as determined by UV spectros- 
copy), liach sample was analyzed in triplicate 



|>t.l< amplification*. As shown, pI'BTM purified 
.firjir Jbc Z0A cells decreases (mean C, values in- 
cruti*£) with decreasing amounts of plasttiid 
arumlrUcCL Thw mean C t values obtained for 
prUTK) in Tlgure 4A were plotted on a standard 
curve comprised uf scilally diluted pFttTM, 
shown .in figure 4B. 'I'liu quantity ol pI'KTM, b, 
found in each of the four Iran sleet Ions was de- 
termined by extrapolation to the * axis of the 
standard curve In liigure 4I». Thcao uncorrected 
M values, b, for pMJTM were JtorundlAid 10 detcr- 

inine uie actual amount of pI'8TM found per 100 
ng of genomic DNA by using Ihe equation: 

MUX) tig uciual pFS'lTvJ copies per 
1~ ~ 100 ng of genomic DNA 

where a - actual genomic ONA in u sample and 
l> k- pl ! 8TM copies from the standard curve. The 
nor.malir.cd quantity of p['6TM per 100 ng of ge- 
nomic DNA for each of the four Iransfections Is 
shown In Figure 4JJ. 'Hicmi rout la show that the 
quantity of factor Vlll plasmld associated wiih 
the cells, 21 lir after trunsfw.«i<»n, di:».ij.:.ise;. 
with decreasing plusniu) uiiu.«iiLiaiioii used In 
the transection. The quantity of pl'BTM associ- 
ated with 293 cells, after transfectlon Willi 40 ug 
Of ulasmid, was 35 pg per 100 ng genomic DNA. 
This results in -520 plasuik! copies per cell. 
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Figure 3 Analyst* uf Imnsfectcd cell DNA quantity 
and purity. I he DNA preparations of tin-- lour 293 
cell transfeciions (40, 4, 0.5, and 0.1 u.g of pF8TM) 
were analyzed for the (3-actln gene. 100 and 10 ng 
(determined by ultraviolet spectroscopy) of each 
sample were amplified in triplicate. For each 
amount of pF8TM trial was transacted, the {J-actln 
C T values are plotted versus the total Input DNA 



WSCUSSJON 

Wo have described a new method for quantiint- 
ing gene copy numbers using fcAl-tlmc analysts 
of PCR amplifications. Real-time PCK is compat- 
ible with cither of the two PCR (KT-PCR) ap- 
proaches: (1) quantitative comr>etitive where an 
iiiteuiul competitor for each target sequence is 
used for normaliKQilon (data not shown) or (2) 
quantitative comparative PCR using a m»iiii<iliwi- 
tion gene contained within the sample (i.e., p-ac- 
tin) or a "housekeeping" gent; for RT-PC-K. If 
equal amounts of nucleic ucid are analyzed for 
each sample and if the amplification cffkir.ru-.y 
before quantitative analysis i» identical for e«di 
sample, the tnternal conluil (noimaliratiou gene 
or competitor) should give equal signals for alJ 
samples. 

The real-time PCU method tjffers seyentl ad- 
vantages over the other two methods currently 
employed (see the Introduction). First, the real- 
time PCR metht>d is performed in a doscd-tube 
system and requires no post-PCR manipulation 
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Figure 4 Quantitative analytic of pFSTM in tratwfccted cell*. {A) Amount of 
plasmid DMA used for I he trunsfectlon plotted against the mean C, value deter. 
"Vovt f " r pfS ™ remalni,, a ?4 hr alter frensfection. <0,C) Standard curve* of 
pMttM and respectively. prt)TM DNA <fl) and genomic UNA (Q were 

dilutfld tArlally 1 :5 before amplification with the appropriate primers. The p-actin 
standard curve wav usod to normalise the results of A to 1 00 njj of genomic DNA. 
(0) The amount of pfSTM present per 100 ng of genomic DNA. 



of sample. Therefore, flu- potential for PCK con- 
tamination in the laboratory is reduced because 
amplified products can be. analysed and disposed 
of without opening the ruaction tubes. Second, 
this method suppoiU the use of a iioruijitixHlloij 
«ene (i.e., P-actin) for quantitative. PCR or house- 
keeping genes for quantitative RT-l»Ck controls. 
Analysis is performed in real time during the Jog 
phase of product accumulation. Analysis during 
Iuk phase permits many different genes (over a 
wide input target range) to be analy/cd simulta- 
neously, without concern of reaching rend Ion 
plateau at different cycles. Hu» will make mulll- 
gcfie analysis assays much caslei to develop, be- 
cause individual internal i.tiiiipelllui* will not he 
needed for each gene under analysis- Third, 
sample throughput will iimease diamalicaliy 
with the new method because, there >» no |>o.i1. 
PCR prnccflslng time. Additionally, winking In a 
"6-wcll format Is highly compatible with auto- 
mation technology. 

The real-time PCR method is. highly repro- 
ducible. Replicate, amplifications can be analyzed 



for c?ach sample minimizing potential error. The. 
system allows- for a very large assay dynamic 
range {approaching 1,000,000-fold starting Uu- 
get). VhIuh u slaiulord curve for the target ol in- 
terest, relative copy number values can be deter- 
mined for any uukriuwji sample. Fluorescent 
threshold values, C, v cout-Juit-. linearly with rela- 
tive DNA copy numbers. Real time quantitative 
HT-l'CH methodology (Gibson et al., (his Imiik) 
has also been developed, finally, real time quan- 
titative I'CIl methodology can be used to develop 
high-throughput scrccnbig assays for n variety of 
applications [quantitative gene tApieasiuii (RT- 
rCR)i gene copy assays (Mcr2, I1IV, etc.), geno- 
typing (knockout mouse, analysis), and immuiio- 
PCRJ. 

Real-time POl may al.-*o l>c performed using 
intercalating dyes (Higuc-hi ct al- such as 

eiJ»Jditim bromide. The fluorogenic probe 
method offers a major advantage over inter- 
calating dyes- greater specificity (i.e., primer 
dlmers and nonspecific PCR products are. not de- 
icrled). 
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METHODS 

Generation of <t ttasmld Containing a Partial 
cDNA for Human Factor Ylll 

Total RNA w«» harvested (HNA*o> •» Tel "•'*«» ,,,e> ' 
j-rjendiwood, TX) from ccllr. I ■-KafetioJ with a fortor VIII 
rxjirouluu vector, pC - .IS2.tk?.Sl) (Kalon el <il. 19S6; (Soi. 
man r.1 al. 1990). A factor VII! partial el >N A sentience WBS 
K <>u<rnl<U by 111' l'f:lt ICJonoAmp la iTlh UNA W.U Kll 
(part NtKMMiV/s, l'fc Applied Hiosysicws I'ostei clity, <IA)J 
using the l'c:il jj.iciivis KHfor »"«! I-Hrev (|>rimi-r sequence* 
are shown below). The ampllcon was reamplifii-d usinR 
modified VHttu and Wrcv primers ymix-mled with HumW 
and ///hcIUI restriction Mtc sequences m the V «><l» and 
clonal Into (XiUM- 3Z (Promina cuvp., muiIlsou, wi). The 
resulting clrmp, pPSTM, was useii lor transient t ransfectlon 
of 293 rolls. 

Amplification of Target DNA ami Dclecilon of 
Amplicon Faclor VIII Plasmid DNA 

(p>"8"l"M) was amplified with the |»iimi» IWfox &'-CX:d- 
rTCKX^ACiALriVAIRilCiTC^a' and ! : »rtv .V-AAACCT- 
t^OCXriOCjAICi(j'I Af!Ci-3'.'I1ic rvnelluii piudueed H 422- 
up k':k product. The forwurd primer was denned to lev 
ngnlxe n unique M'i|iivtitv fimud In the 5' untranslated 
region or l Ik: paieul uC132,tkZ5l> i'IkmuhI aiiiI thurcfore 
does not ii'v.»i«iiUi: <ind amplify the liuinun factor VIII 
gene. I'rimnr* wore- chosen with ttio avsistaiice of lite «>m- 
l>uicr program Oligo <l,u (Nutimiiil llkm-icmcs, Inc., l*ly. 
mouth, MN). The human pectin gene whs amplified with 
the primers [l-m-tiii forward j>rlmcr JJ'-TCAOtlCAtlAiriXST 
GCCCATOACCA-.V and (J-actiu reverse piirnor V-CAfJ. 
C0GAACCX:(ri'<:AiT(iC:c^A'iGG-3'. The reaction pro- 
duced a Zvs-hp t'Ok product. 

Amplification reactions (SO p.1) contained it DNA 
sample, Klx I'CR Kuffe.r II (S »»,l), 200 p.M dATl', dC.Tl', 
dGTP, and 400 |im ril)TI», A mu Mg(A» 1.2.S Units Ampll 
7Vt<; PNA polymciasc, 0.5 unit AinpKrasv uracil W-fily- 
txi.iyluM' (UNO), £0 pinole of vacIi fneloi VIII |trlmei, und IS 
ptixile ofuaoli |< actln primer. Th« <<-a<, tluin u1m> txinlatnod 
Olie Of (hf follpwInK (lt>|(,<ctl<)ii pri>lK>K (KM! nM cm-li); 

|(8j.r«.i.<- s'(i»AM)Ac:crrfrj , c:fn<:<rr<!rri'i , <yrmnt3T. 

GCCTT(TAMRA)p 3' «ud p-ai-tin prt>U- 5' (FAM)ATfJf.X:i:- 
X(TAMKA)CCCCCATCCC.ATC|>-3' wlioro p indlfalfs 
pliosphorylftlirtn nnd X Indlrotcs a linker arm nucleotide. 
Rcaclloii IuIk-.i wen. K4!<:niAi>\p Opticfil Tubes (part num- 
ber NttOI 09.13, I'orkln lUmul) That wore froutttl M )Vri;ln 
rimer) to |wmi( light froi)» /cflccttnp. Tube cap* were 
ilmil.ii- in MicruAtiip Cbjm IhiI specially designed to pre- 
vent light svHltering- All <il tli<. \K'M OtniNutndhU-* were wi}*- 
l»liud l>y PP. Applied lUo«y*t*mti <|!<>»<fr flUy, CA) except 
Ihp factor Vlll priiutrra, wlik-ll weie xyi)(hr>slxcd «l Ceiw" 
Iccli, Inc. (Scmtli 5<»i Frenclsco, CA). l'rolwv *viti- dc-sl{-niK< 
using the Oljfio 4.0 software, tollo-wlng gi»ldellnes «iu- 

S«teo iii tnc Motld 7700 .sequence Diwmt lii.tiiuiiifitl 
muiiual. Hrlcny, probe 'l' m iJiimltt be ni least 5"C higher 
man liw aiiiieiilUix ietii|JV)<»liirc used diirliij; lltrrmal ey- 
rlitigi primers should jioi fonn sUUK- duplexes' wiih (he 
probe. 

The thermal i-ycllng cuiidilloivs Inrluded 2 julii »( 
SVTC and 10 mill al 95"C. 'Ilira-mal cycling proceeded with 



rt actioiu: were performed thf lvW>rlel 770tKSct|Ucncc IV- 
l.ttor (1»E Applied Ulusyvlvuu-), uihlrh contains » (Saw. 
Al«t» l'<:U Sysluni VWO. Uoa<:llon «uiditioi<« *<•"• )»<>• 
RrutllllteU on .i 1'iiwor Macint'»li V100 (Apple f.>.«npnlpr, 
Santa Uara, CiA) linked directly to the Model VVOft Se- 
qucikv iXileetor. Aiialy* 1 '' » ,f d » u w * k ' iwrformert on 
the M«ilntftfh eontputer, ( '.olloellou and «iit>1yd«: software 
wti» develr»|Wl M I'V. Appllvtl Wc»*y«iiuiis. 

Traiwfection of Cells with Factor Vlll Convtrucl 

J-our T17S flasks of 293 cells (ATCC OXl. 157H), ?■ human 
fetol kidney suspetiKion cell line, were oniwn lo SOOti.con- 
lluency and tranjfeoK'd pl : (rrM. Cells wore kkiwii in Hie 
following tncdlni S(W> HAM'S VU wllhout GMT, 5(VK» Iihm 
glucose nullK-a'o's inorJifird KokIo rmilitiin (l)MIiM) wltli- 
enrt Rlycine with sodium bicarbonate, 10% ietal tx>vii.e 
scruin, 1 him i.-j<lui<ui>inc, and 1% penicillin-slrfpiomy- 
The media was vJiangcd 30 roln lvft»r<- the iraosrec 
lion. pIVI'M DMA amounts of 40, 4, 0..S, and 0.1 m; were 
iidilal i<> l.A ml of a solution oonialnlnR 0.l« m CmC\ 7 ; 
and 1 x Ill'J'liS. The four niixhm x were left al room Uu>- 

|.K-.m«"ri- f(n to mill and Iritu ,i».l<le«1 rlriij>wls<- to the cells. 
Iliv fl>i»KN m.-if.ini.uU>led al 37°C and 5% C.O a for 24 hf. 
wanhed with PUS, ami roampended In 1'llS. The M'stti-i 
jn-inkd telb were divided into «lii|uola und UNA was cv- 
trotited Ittiiiiedlutfly miiiR Ihv QIAaniji BI<»«1 Kit (Qiafjen. 
<aiot.iw»rtl), CA). I>NA was eJuted Into 200 ul 30 v<u 
TrU-HCJ ul pi I 8.0. 
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methods. Peptides AENK or AEQK were dissolved in water, made isotonic with 
NaCl and diluted into RPM1 growth medium. T-cell-proliferation assays were 
done essentially as described" 121 . Briefly, after antigen pulsing (30u,gmr' 
TTCF) with tetrapeptides (l-2mgmr'), PBMCs or EBV-B cells were 
washed in PBS and fixed for 45 s in 0.05% glutaraldehyde. Glycine was added 
to a final concentration of 0.1 M and the cells were washed five times in RPM1 
1640 medium containing 1% FCS before co-culture with T-cell clones in 
round-bottom 96-well microtitre plates. After 48 h, the cultures were pulsed 
with 1 u,Ci of 'H-thymidine and harvested for scintillation counting 16 h later. 
Predigestion of native TTCF was done by incubating 200 jig TTCF with 0.25 jig 
pig kidney legumain in 500 u.1 50 mM citrate buffer, pH 5.5, for 1 h at 37 °C. 
Glycopeptide digestions. The peptides H1DNEEDI, HlDN(N-glucosamine) 
EEDI arid HIDNESDI, which are based on the TTCF sequence, and 
QQQHLFGSNVTDCSGNFCLFR(KKK), which is based on human transferrin, 
were obtained by custom synthesis. The three C-terminal lysine residues were 
added to the natural sequence to aid solubility. The transferrin glycopeptide 
QQQHLFGSNVTDCSGNFCLFR was prepared by tryptic (Promega) digestion 
of 5mg reduced, carboxy-methylated human transferrin followed by 
concanavalin A chromatography". Glycopeptides corresponding to residues 
622-642 and 421-452 were isolated by reverse-phase HPLC and identified by 
mass spectrometry and N-terminal sequencing. The lyophilized transferrin- 
derived peptides were redissolved in 50 mM sodium acetate, pH 5.5, 10 mM 
dithiothreitol, 20% methanol. Digestions were performed for 3 h at 30 °C with 
5-50 mUmT' pig kidney legumain or B-cell AEP. Products were analysed by 
HPLC or MALDI-TOF mass spectrometry using a matrix of lOmgrnl"' ot- 
cyanocinnamic acid in 50% acetonitrile/0.1 % TFA and a PerSeptive Biosystems 
Elite STR mass spectrometer set to linear or reflector mode. Internal standar- 
dization was obtained with a matrix ion of 568.13 mass units. 
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Fas ligand (FasL) is produced by activated T cells and natural 
killer cells and it induces apoptosis (programmed cell death) in 
target cells through the death receptor Fas/Apol/CD95 (ref. 1). 
One important role of FasL and Fas is to mediate immune- 
cytotoxic killing of cells that are potentially harmful to the 
organism, such as virus-infected or tumour cells'. Here we 
report the discovery of a soluble decoy receptor, termed decoy 
receptor 3 (DcR3), that binds to FasL and inhibits FasL-induced 
apoptosis. The DcR3 gene was amplified in about half of 35 
primary lung and colon tumours studied, and DcR3 messenger 
RNA was expressed in malignant tissue. Thus, certain tumours 
may escape FasL-dependent immune-cytotoxic attack by expres- 
sing a decoy receptor that blocks FasL. 

By searching expressed sequence tag (EST) databases, we identi- 
fied a set of related ESTs that showed homology to the tumour 
necrosis factor (TNF) receptor (TNFR) gene superfamily 2 . Using 
the overlapping sequence, we isolated a previously unknown full- 
length complementary DNA from human fetal lung. We named the 
protein encoded by this cDNA decoy receptor 3 (DcR3). The cDNA 
encodes a 300-amino-acid polypeptide that resembles members of 
the TNFR family (Fig. la): the amino terminus contains a leader 
sequence, which is followed by four tandem cysteine-rich domains 
(CRDs). Like one other TNFR homologue, osteoprotegerin (OPG) 3 , 
DcR3 lacks an apparent transmembrane sequence, which indicates 
that it may be a secreted, rather than a membrane-asscociated, 
molecule. We expressed a recombinant, histidine-tagged form of 
DcR3 in mammalian cells; DcR3 was secreted into the cell culture 
medium, and migrated on polyacrylamide gels as a protein of 
relative molecular mass 35,000 (data not shown). DcR3 shares 
sequence identity in particular with OPG (31%) and TNFR2 
(29%), and has relatively less homology with Fas (17%). All of 
the cysteines in the four CRDs of DcR3 and OPG are conserved; 
however, the carboxy-terminal portion of DcR3 is 101 residues 
shorter. 

We analysed expression of DcR3 mRNA in human tissues by 
northern blotting (Fig. lb). We detected a predominant 1.2-kilobase 
transcript in fetal lung, brain, and liver, and in adult spleen, colon 
and lung. In addition, we observed relatively high DcR3 mRNA 
expression in the human colon carcinoma cell line SW480. 

To investigate potential ligand interactions of DcR3, we generated 
a recombinant, Fc-tagged DcR3 protein. We tested binding of 
DcR3-Fc to human 293 cells transfected with individual TNF- 
family ligands, which are expressed as type 2 transmembrane 
proteins (these transmembrane proteins have their N termini in 
the cytosol). DcR3-Fc showed a significant increase in binding to 
cells transfected with FasL" (Fig. 2a), but not to cells transfected with 
TNF 5 , Apo2L/TRAIL 67 , Apo3L/TWEAK 8 ', or OPGL/TRANCE/ 
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RANKL 10 " 12 (data not shown). DcR3-Fc immunoprecipitated shed 
FasL from FasL-transfected 293 cells (Fig. 2b) and purified soluble 
FasL (Fig. 2c), as did the Fc-tagged ectodomain of Fas but not 
TNFR1. Gel-filtration chromatography showed that DcR3-Fc and 
soluble FasL formed a stable complex (Fig. 2d). Equilibrium 
analysis indicated that DcR3-Fc and Fas-Fc bound to soluble 
FasL with a comparable affinity (K d = 0.8 ± 0.2 and 
l.l±0.1nM, respectively; Fig. 2e), and that DcR3-Fc could 
block nearly all of the binding of soluble FasL to Fas-Fc (Fig. 2e, 
inset). Thus, DcR3 competes with Fas for binding to FasL. 

To determine whether binding of DcR3 inhibits FasL activity, we 
tested the effect of DcR3-Fc on apoptosis induction by soluble 
FasL in JurkatT leukaemia cells, which express Fas (Fig. 3a). DcR3- 
Fc and Fas-Fc blocked soluble-FasL-induced apoptosis in a 
similar dose-dependent manner, with half-maximal inhibition at 
—0.1 fig ml" 1 . Time-course analysis showed that the inhibition did 
not merely delay cell death, but rather persisted for at least 24 hours 
(Fig. 3b). We also tested the effect of DcR3-Fc on activation- 
induced cell death (AICD) of 'mature T lymphocytes, a FasL- 
dependent process'. Consistent with previous results", activation 
of interleukin-2-stimulated CD4-positive T cells with anti-CD3 
antibody increased the level of apoptosis twofold, and Fas-Fc 
blocked this effect substantially (Fig. 3c); DcR3-Fc blocked the 



induction of apoptosis to a similar extent. Thus, DcR3 binding 
blocks apoptosis induction by FasL. 

FasL-induced apoptosis is important in elimination of virus- 
infected cells and cancer cells by natural killer cells and cytotoxic T 
lymphocytes; an alternative mechanism involves perforin and 
granzymes 1 ' 14 ""'. Peripheral blood natural killer cells triggered 
marked cell death in Jurkat T leukaemia cells (Fig. 3d); DcR3-Fc 
and Fas-Fc each reduced killing of target cells from ~65% to 
~30%, with half-maximal inhibition at ~lp.gmi~'; the residual 
killing was probably mediated by the perforin/granzyme pathway. 
Thus, DcR3 binding blocks FasL-dependent natural killer cell 
activity. Higher DcR3-Fc and Fas-Fc concentrations were required 
to block natural killer cell activity compared with those required to 
block soluble FasL activity, which is consistent with the greater 
potency of membrane-associated FasL compared with soluble 
FasL". 

Given the role of immune-cytotoxic cells in elimination of 
tumour cells and the fact that DcR3 can act as an inhibitor of 
FasL, we proposed that DcR3 expression might contribute to the 
ability of some tumours to escape immune-cytotoxic attack. As 
genomic amplification frequently contributes to tumorigenesis, we 
investigated whether the DcR3 gene is amplified in cancer. We 
analysed DcR3 gene-copy number by quantitative polymerase chain 
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Figure 1 Primary structure and expression of human DcR3. a. Alignment of the 
amino-acid sequences of DcR3 and of osteoprotegerin (OPG); the C-terminal 101 
residues of OPG are not shown. The putative signal cleavage site (arrow), the 
cysteine-rich domains (CRD 1 -4), and the W-linked glycosylation site (asterisk) are 
shown, b. Expression of DcR3 mRNA. Northern hybridization analysis was done 
using the DcR3 cDNA as a probe and blots of poly(A)* RNA (Clontech) from 
human fetal and adult tissues or cancer cell lines. PBL, peripheral blood 
lymphocyte. 



Figure 2 Interaction of DcR3 with FasL. a, 293 cells were transfected with pRK5 
vector (top) or with pRK5 encoding full-length FasL (bottom), incubated with 
DcR3-Fc (sojid line, shaded area), TNFR1 -Fc (dotted line) or buffer control 
(dashed line) (the dashed and dotted lines overlap), and analysed for binding by 
FACS. Statistical analysis showed a significant difference (P < 0.001 ) between the 
binding of DcR3-Fc to cells transfected with FasL or pRK5. PE. phycoerythrin- 
labelled cells, b. 293 cells were transfected as in a and metabolically labelled, and 
cell supernatants were immunoprecipitated with Fc-tagged TNFR1, DcR3 or Fas. 
c. Purified soluble FasL (sFasL) was immunoprecipitated with TNFR1 -Fc, DcR3- 
Fc or Fas-Fc and visualized by immunoblot with anti-FasL antibody. sFasL was 
loaded directly for comparison in the right-hand lane, d, Flag-tagged sFasL was 
incubated with DcR3-Fc or with buffer and resolved by gel filtration; column 
fractions were analysed in an assay that detects complexes containing DcR3-Fc 
and sFasL-Flag. e, Equilibrium binding of DcR3-Fc or Fas-Fc to sFasL-Flag. 
Inset, competition of DcR3-Fc with Fas-Fc for binding to sFasL-Flag. 
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reaction (PCR)" in genomic DNA from 35 primary lung and colon 
tumours, relative to pooled genomic DNA from peripheral blood 
leukocytes (PBLs) of 10 healthy donors. Eight of 18 lung tumours 
and 9 of 17 colon tumours showed DcR3 gene amplification, 
ranging from 2- to 18-fold (Fig. 4a, b). To confirm this result, we 
analysed the colon tumour DNAs with three more, independent sets 
of DcR3-based PCR primers and probes; we observed nearly the 
same amplification (data not shown). 

We then analysed DcR3 mRNA expression in primary tumour 
tissue sections by in situ hybridization. We detected DcR3 expres- 
sion in 6 out of 15 lung tumours, 2 out of 2 colon tumours, 2 out of 5 
breast tumours, and 1 out of 1 gastric tumour (data not shown). A 
section through a squamous-cell carcinoma of the lung is shown in 
Fig. 4c. DcR3 mRNA was localized to infiltrating malignant epithe- 
lium, but was essentially absent from adjacent stroma, indicating 
tumour-specific expression. Although the individual tumour speci- 
mens that we analysed for mRNA expression and gene amplification 
were different, the in situ hybridization results are consistent with 
the finding that the DcR3 gene is amplified frequently in tumours. 
SW480 colon carcinoma cells, which showed abundant DcR3 
mRNA expression (Fig. lb), also had marked DcR3 gene amplifica- 
tion, as shown by quantitative PCR (fourfold) and by Southern blot 
hybridization (fivefold) (data not shown). 

If DcR3 amplification in cancer is functionally relevant, then 
DcR3 should be amplified more than neighbouring genomic 
regions that are not important for tumour survival. To test this, 
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Figure 3 Inhibition of FasL activity by DcR3. a. Human Jurkat T leukaemia cells 
were incubated with Flag-tagged soluble FasL (sFasL; 5ngmr') oligomerized 
with anti-Flag antibody (0.1 »ig mr') in the presence of the proposed inhibitors 
DcR3-Fc, Fas-Fc or human lgG1 arid assayed for apoptosis (mean ± s.e.m. of 
triplicates), b. Jurkat cells were incubated with sFasL-Flag plus anti-Flag antibody 
as in a. in presence of 1 itg mr' DcR3-Fc (filled circles). Fas-Fc (open circles) or 
human lgG1 (triangles), and apoptosis was determined at the indicated time 
points, c. Peripheral blood T cells were stimulated with PHA and interleukin-2, 
followed by control (white bars) or anti-CD3 antibody (filled bars), together with 
phosphate-buffered saline (P8S). human IgGI, Fas-Fc, or DcR3-Fc ( 10 (i.g mr'). 
After 16 h, apoptosis of CD4* cells was determined (mean ± s.e.m. of results from 
five donors), d, Peripheral blood natural killer cells were incubated with 5l Cr- 
labelled Jurkat cells in the presence of DcR3-Fc (filled circles), Fas-Fc (open 
circles) or human IgGl (triangles), and target-cell death was determined by 
release of s 'Cr (mean * s.d. for two donors, each in triplicate). 



we mapped the human DcR3 gene by radiation-hybrid analysis; 
DcR3 showed linkage to marker AFM218xe7 (T160), which maps to 
chromosome position 20ql3. Next, we isolated from a bacterial 
artificial chromosome (BAC) library a human genomic clone that 
carries DcR3, and sequenced the ends of the clone's insert. We then 
determined, from the nine colon tumours that showed twofold or 
greater amplification of DcR3, the copy number of the DcR3- 
flanking sequences (reverse and forward) from the BAC, and of 
seven genomic markers that span chromosome 20 (Fig. 4d). The 
DcR3-linked reverse marker showed an average amplification of 
roughly threefold, slightly less than the approximately fourfold 
amplification of DcR3; the other markers showed little or no 
amplification. These data indicate that DcR3 may be at the 'epi- 
centre' of a distal chromosome 20 region that is amplified in colon 
cancer, consistent with the possibility that DcR3 amplification 
promotes tumour survival. 

Our results show that DcR3 binds specifically to FasL and inhibits 
FasL activity. We did not detect DcR3 binding to several other TNF- 
ligand-family members; however, this does not rule out the possi- 
bility that DcR3 interacts with other ligands, as do some other 
TNFR family members, including OPG 219 . 

FasL is important in regulating the immune response; however, 
little is known about how FasL function is controlled. One mechan- 
ism involves the molecule cFLIP, which modulates apoptosis signal- 
ling downstream of Fas 20 . A second mechanism involves proteolytic 
shedding of FasL from the cell surface". DcR3 competes with Fas for 




Figure 4 Genomic amplification of DcR3 in tumours, a. Lung cancers, comprising 
eight adenocarcinomas (c, d, f, g, h, j, k, r), seven squamous-cell carcinomas (a, e, 
m, n. o, p, q), one non-small-cell carcinoma (b), one small-cell carcinoma (i), and 
one bronchial adenocarcinoma (I). The data are means t s.d. of 2 experiments 
done in duplicate, b. Colon tumours, comprising 17 adenocarcinomas. Data are 
means * s.e.m. of five experiments done in duplicate, c. In situ hybridization 
analysis of DcR3 mRNA expression in a squamous-cell carcinoma of the lung. A 
representative bright-field image (left) and the corresponding dark-field image 
(right) show DcR3 mRNA over infiltrating malignant epithelium (arrowheads). 
Adjacent non-malignant stroma (S), blood vessel (V) and necrotic tumour tissue 
(N) are also shown, d, Average amplification of DcR3 compared with amplifica- 
tion of neighbouring genomic regions (reverse and forward, Rev and Fwd), the 
DcR3-linked marker T160, and other chromosome-20 markers, in the nine colon 
tumours showing DcR3 amplification of twofold or more (b). Data are from two 
experiments done in duplicate. Asterisk indicates P < 0.01 for a Student's f-test 
comparing each marker with DcR3. 



NATURE | VOL 396| 17 DECEMBER 1998|www.nature:com 



Nature © Macmillan Publishers Ltd 1998 



701 



tetters to nature 



FasL binding; hence, it may represent a third mechanism of 
extracellular regulation of FasL activity. A decoy receptor that 
modulates the function of the cytokine interleukin-1 has been 
described 21 . In addition, two decoy receptors that belong to the 
TNFR family, DcRl and DcR2, regulate the FasL-related apoptosis- 
inducing molecule Apo2L". Unlike DcRl and DcR2, which are 
membrane-associated proteins, DcR3 is directly secreted into the 
extracellular space. One other secreted TNFR-family member is 
OPG 3 , which shares greater sequence homology with DcR3 (31%) 
than do DcRl (17%) or DcR2 (19%); OPG functions as a third 
decoy for Apo2L". Thus, DcR3 and OPG define a new subset of 
TNFR-family members that function as secreted decoys to mod- 
ulate ligands that induce apoptosis. Pox viruses produce soluble 
TNFR homologues that neutralize specific TNF-family ligands, 
thereby modulating the antiviral immune response 2 . Our results 
indicate that a similar mechanism, namely, production of a soluble 
decoy receptor for FasL, may contribute to immune evasion by 
certain tumours. Q 



Methods 

Isolation of DcR3 cDNA. Several overlapping ESTs in GenBank (accession 
numbers AA025672, AA025673 and W67560) and in Lifeseq™ (Incyte 
Pharmaceuticals; accession numbers 1339238, 1533571, 1533650, 1542861, 
1789372 and 2207027) showed similarity to members of the TNFR family. We 
screened human cDNA libraries by PCR with primers based on the region of 
EST consensus; fetal lung was positive for a product of the expected size. By 
hybridization to a PCR-generated probe based on the ESTs, one positive clone i 
(DNA30942) was identified. When searching for potential alternatively spliced 
forms of DcR3 that might encode a transmembrane protein, we isolated '50 
more clones; the coding regions of these clones were identical in size to that of 
the initial clone (data not shown). 

Fc-fusion proteins (immunoadhesins). The entire DcR3 sequence, or the 
ectodomain of Fas or TNFRi , was fused to the hinge and Fc region of human 
IgGl, expressed in insect SF9 cells or in human 293 cells, and purified as 
described". 

Fluorescence-activated cell sorting (FACS) analysis. We transfected 293 
cells using calcium phosphate or Effectene (Qiagen) with pRK5 vector or pRK5 
encoding full-length human Fast 4 (2 |ig), together with pRK5 encoding CrmA 
(2u,g) to prevent cell death. After 16 h, the cells were incubated with 
biotinylated DcR3-Fc or TNFRl-Fc and then with phycoerythrin-conjugated 
streptavidin (GibcoBRL), and were assayed by FACS. The data were analysed by 
Kolmogorov-Smirnoy statistical analysis. There was some detectable staining 
of vector-trarisfected cells by DcR3-Fc; as these cells express little FasL (data 
not shown), it is possible that DcR3 recognized some other factor that is 
expressed constitutively on 293 cells. 

Immunoprecipitation. Human 293 cells were transfected as above, and 
metabolically labelled with [ )5 S]cysteine and [ 35 S)methionine (0.5 mCi; 
Amersham). After 16 h of culture in the presence of z-VAD-fmk (10u,M), 
the medium was immunoprecipitated with DcR3-Fc, Fas-Fc or TNFRI -Fc 
(5 u.g), followed by protein A-Sepharose (Repligen). The precipitates were 
resolved by SDS-PAGE and visualized on a phosphorimager (Fuji BAS2000). 
Alternatively, purified. Flag-tagged soluble FasL ( 1 u.g) (Alexis) was incubated 
with each Fc-fusion protein (1 u.g), precipitated with protein A-Sepharose, 
resolved by SDS-PAGE and visualized by immunoblotting with rabbit anti- 
FasL antibody (Oncogene Research). 

Analysis of complex formation. Flag-tagged soluble FasL (25 u.g) was 
incubated with buffer or with DcR3-Fc (40 u-g) for 1 .5 h at 24 °C. The reaction 
was loaded onto a Superdex 200 HR 10/30 column (Pharmacia) and developed 
with PBS; 0.6-ml fractions were collected. The presence of DcR3-Fc-FasL 
complex in each fraction was analysed by placing 100 jxl aliquots into microtitre 
wells precoated with anti-human IgG (Boehringer) to capture DcR3-Fc, 
followed by detection with biotinylated anti-Flag antibody Bio M2 (Kodak) and 
streptavidin-horseradish peroxidase (Amersham). Calibration of the column 
indicated an apparent relative molecular mass of the complex of 420K (data not 
shown), which is consistent with a stoichiometry of two DcR3-Fc homodimers 
to two soluble FasL homotrimers. 

Equilibrium binding analysis. Microtitre wells were coated with anti-human 
702 



IgG, blocked with 2% BSA in PBS. DcR3-Fc or Fas-Fc was added, followed by 
serially diluted Flag-tagged soluble FasL. Bound ligand was detected with anti- 
Flag antibody as above. In the competition assay, Fas-Fc was immobilized as 
above, and the wells were blocked with excess IgGl before addition of Flag- 
tagged soluble FasL plus DcR3-Fc. 

T-cell AICO. CD3* lymphocytes were isolated from peripheral blood of 
individual donors using anti-CD3 magnetic beads (Miltenyi Biotech), 
stimulated with phytohaemagglutinin (PHA; 2 u.g ml" 1 ) for 24 h, and cultured 
in the presence of interleukin-2 (lOOUml" 1 ) for 5 days. The cells were plated in 
wells coated with anti-CD3 antibody (Pharmingen) and analysed for apoptosis 
16 h later.by FACS analysis of annexin-V-binding of CD4* cells 2 '. 
Natural killer cell activity. Natural killer cells were isolated from peripheral 
blood of individual donors using anti-CD56 magnetic beads (Miltenyi 
Biotech), and incubated for 16h with 5l Cr-loaded Jurkat cells at an effector- 
to-target ratio of 1:1 in the presence of DcR3-Fc, Fas-Fc or human IgGl. 
Target-cell death was determined by release of 51 Cr in effector-target co- 
cultures relative to release of 5l Cr by detergent lysis of equal numbers of Jurkat 
cells. 

Gene-amplification analysis. Surgical specimens were provided by J. Kern 
(lung tumours) and P. Quirke (colon tumours). Genomic DNA was extracted 
(Qiagen) and the concentration was determined using Hoechst dye 33258 
intercalation fluorometry. Amplification was determined by quantitative PCR" 
using a TaqMan instrument ( ABI). The method was validated by comparison of 
PCR and Southern hybridization data for the Myc and HER-2 oncogenes (data 
not shown)., Gene-specific primers and fluorogenic probes were designed on 
the basis of the sequence of DcRJ or of nearby regions identified on a BAC 
carrying the human DcR3 gene; alternatively, primers and probes were based 
on Stanford Human Genome Center marker AFM218xe7 (T160), which is 
linked to DcR3 (likelihood score = 5.4), SHGC-36268 (T159), the nearest 
available marker which maps to ~500 kilobases from T160, and five extra 
markers that span chromosome 20. The DcR3-specific primer sequences were 
5'-CTTCTTCGCGCACGCTG-3' and 5'-ATCACGCCGGCACCAG-3' and the 
fluorogenic probe sequence was 5 ' - ( FA.M - AC ACG ATGCGTGCTCC AAGCAG 
AAp-(TAMARA), where FAM is 5'-fluorescein phosphoramidite. Relative 
gene-copy numbers were derived using the formula 2 I4CTI , where ACT is the 
difference in amplification cycles required to detect DcR3 in peripheral blood 
lymphocyte DNA compared to test DNA. 
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ABC transporters (also known as traffic ATPases) form a large 
family of proteins responsible for the translocation of a variety 
of compounds across membranes of both prokaryotes and 
eukaryotes'. The recently completed Escherichia coli genome 
sequence revealed that the largest family of paralogous E. coli 
proteins is composed of ABC transporters 2 . Many eukaryotic 
proteins of medical significance belong to this family, such as 
the cystic fibrosis transmembrane conductance regulator (CFTR), 
the P-glycoprotein (or multidrug-resistance .protein) and the 
heterodimeric transporter associated . with antigen processing 
(Tapl-Tap2). Here we report the crystal structure at 1.5 A resolu- 
tion of HisP, the ATP-binding subunit of the histidine permease, 
which is an ABC transporter from Salmonella typhimurium. We 
correlate the details of this structure with the biochemical, genetic 
and biophysical properties of the wild-type and several mutant 
HisP proteins. The structure provides a basis for understanding 
properties of ABC transporters and of defective CFTR proteins. 

ABC transporters contain four structural domains: two nudeo- 
tide-bindihg domains (NBDs), which are highly conserved 
throughout the family, and two transmembrane domains'. In 
prokaryotes these domains are often separate subunits which are 
assembled into a membrane-bound complex; in eukaryotes the 
domains are generally fused into a single polypeptide chain. The 
periplasmic histidine permease of S. typhimurium and E. coli' J ~* is a 
well -characterized ABC transporter that is a good model for this 
superfamily. It consists of a membrane-bound complex, HisQMP 2 , 
which comprises integral membrane subunits, HisQ and HisM, and 
two copies of HisP, the ATP-binding subunit. HisP, which has 
■properties intermediate between those of integral and peripheral 
membrane proteins', is accessible from both sides of the membrane, 
presumably by its interaction with HisQ and HisM 6 . The two HisP 
subunits form a dimer, as shown by their cooperativity in ATP 
hydrolysis 5 , the requirement for both subunits to be present for 
activity*, and the formation of a HisP dimer upon chemical cross- 
linking. Soluble HisP also forms a dimer 3 . HisP has been purified 
and characterized in an active soluble form 3 which can be recon- 
stituted into a fully active membrane-bound complex". 

The overall shape of the crystal structure of the HisP monomer is 
that of an T with two thick arms (arm I and arm II); the ATP- 
binding pocket is near the end of arm I (Fig. 1). A six-stranded p- 
sheet (p3 and p8-P 12) spans both arms of the L, with a domain of a 
a- plus P-type structure (pi, p2, P4-P7, al and ct2) on one side 
(within arm I) and a domain of mostly ot-helices (ct3-ct9) on the 




Figure 1 Crystal structure of HisP. a, View of the dimer along an axis 
perpendicular to its two-fold axis. The top and bottom of the dimer are suggested 
to face towards the periplasmic and cytoplasmic sides, respectively (see text). 
The thickness of arm II is about 25 A. comparable to that of membrane. a-Helices 
are shown in orange and 0-sheets in green, b. View along the two-fold axis of the 
HisP dimer, showing the relative displacement of the monomers not apparent in 
a. The p-strands at the dimer interface are labelled, c, View of one monomer from 
the bottom of arm I, as shown in a. towards arm II, showing the ATP-binding 
pocket, a-c, The protein and the bound ATP are in 'ribbon' and 'ball-and-stick' 
representations, respectively. Key residues discussed in the text are indicated in 
c. These figures were prepared with MOLSCRIPT 3 . N, amino terminus; C, C 
terminus. 
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Gene amplification is a common event in the progression of 
human cancers, and amplified oncogenes have been shown to 
have diagnostic, prognostic and therapeutic relevance. A 
kinetic quantitative polymerase-chain-reaction (PCR) method, 
based on fluorescent TaqMan methodology and a new instru- 
ment (ABI Prism 7700 Sequence Detection System) capable 
of measuring fluorescence in real-time, was used to quantify 
gene amplification in tumor DNA. Reactions are character- 
ized by the point during cycling when PCR amplification is still 
in the exponential phase, rather than the amount of PCR 
product accumulated after a fixed number of cycles. None of 
the reaction components is limited during the exponential 
phase, meaning that values are highly reproducible in reac- 
tions starting with the same copy number. This greatly 
improves the precision of DNA quantification. Moreover, 
real-time PCR does not require post-PCR sample handling, 
thereby preventing potential PCR-product carry-over con- 
tamination; it possesses a wide dynamic range of quantifica- 
tion and results in much faster and higher sample throughput. 
The real-time PCR method, was used to develop and validate 
a simple and rapid assay for the detection and quantification 
of the 3 most frequently amplified genes (myc, ccndl and 
erbB2) in breast tumors. Extra copies of myc, ccndl and erbB2 
were observed in 10, 23 and 15%, respectively, of 108 breast- 
tumor DNA; the largest observed numbers of gene copies 
were 4.6, 18.6 and 15.1, respectively. These results correlated 
weii with those of Southern biotting. The use of this new 
semi-automated technique will make molecular analysis of 
human cancers simpler and more reliable, and should find 
broad applications in clinical and research settings. Int. J. 
Cancer 78:661-666, 1998. 
© J 998 miey-Liss, Inc. 

. Gene amplification plays an important role in the pathogenesis 
of various solid tumors, including breast cancer, probably because 
over-expression of the amplified target genes, confers a selective 
advantage. The first technique used to detect genomic amplification 
was cytogenetic analysis. Amplification of several chromosome 
regions, visualized either as extrachromosomal double minutes 
(dmins) or as integrated homogeneously staining regions (HSRs), 
are among the main visible cytogenetic abnormalities in breast 
tumors. Other techniques such as comparative genomic hybridiza- 
tion (CGH) (Kallioniemi etal., 1994) have also been used in broad 
searches for regions of increased DNA copy numbers in tumor 
cells, and have revealed some 20 amplified chromosome regions in 
breast tumors. Positional cloning efforts are underway to identify 
the critical gene(s) in each amplified region. To date, genes known 
to be amplified frequently in breast cancers include myc (8q24), 
ccndl ( 1 1 q 1 3), and erbH2 ( 1 7q 1 2-q2 1 ) (for review, see Bieche and 
Lidereau, 1995). 

Amplification of the myc, ccndl, and erbB2 proto-oncogenes 
should have clinical relevance in breast cancer, since independent 
studies have shown that these alterations can be used to identify 
sub-populations with a worse prognosis (Bems el at., 1992; 
Schuuring et al., 1992; 91amon el al, 1987). Muss et al (1994) 
suggested that these gene alterations may also be useful for the 
prediction and assessment of the efficacy of adjuvant chemotherapy 
and hormone therapy. 

However, published results diverge both in terms of the fre- 
quency of these alterations and their clinical value. For instance, 
over 500 studies in 10 years have failed to resolve the controversy 



surrounding the link suggested by Slamon et al. (1987) between 
erbBl amplification and disease progression. These discrepancies 
are partly due to the clinical, histological and ethnic heterogeneity 
of breast cancer, but technical considerations are also probably 
involved. 

Specific genes (DNA) were initially quantified in tumor cells by 
means of blotting procedures such as Southern and slot blotting. 
These batch techniques require large amounts of DNA (5-10 
ug/reaction) to yield reliable quantitative results. Furthermore, 
meticulous care is required at all stages of the procedures to 
generate blots of sufficient quality for reliable dosage analysis. 
Recently, PCR has proven to be a powerful tool for quantitative 
DNA analysis, especially with minimal starting quantities of tumor 
samples (small, early-stage tumors and formalin-fixed, paraffin- 
embedded tissues). 

Quantitative PCR can be performed by evaluating the amount of 
product either after a given number of cycles (end-point quantita- 
tive PCR) or after a varying number of cycles during the 
exponential phase (kinetic quantitative PCR). In the first case, an 
internal standard distinct from the target molecule is required to 
ascertain PCR efficiency. The method is relatively easy but implies 
generating, quantifying and storing an internal standard for each 
gene studied. Nevertheless, it is the most frequently applied 
method to date. 

One of the major advantages of the kinetic method is its rapidity 
in quantifying a new gene, since no internal standard is required (an 
external standard curve is sufficient). Moreover, the kinetic method 
has a wide dynamic range (at least 5 orders of magnitude), giving 
an accurate value for samples differing in their copy number. 
Unfortunately, the method is cumbersome and has therefore been 
rarely used. It involves aliquot sampling of each assay mix at 
regular intervals and quantifying, for each aliquot, the amplifica- 
tion product. Interest in the kinetic method has been stimulated by a 
novel approach using fluorescent TaqMan methodology and a new 
instrument (ABI Prism 7700 Sequence Detection System) capable 
of measuring fluorescence in real time (Gibson etal, 1996; Heid et 
al, 1996). The TaqMan reaction is based on the 5' nuclease assay 
first described by Holland et al (1991). The latter uses the 5' 
nuclease activity of Taq polymerase to cleave a specific fluorogenic 
oligonucleotide probe during the extension phase of PCR. The 
approach uses dual-labeled fluorogenic hybridization probes (Lee 
et al, 1993). One fluorescent dye, co-valently linked to the 5' end 
of the oligonucleotide, serves as a reporter [FAM (i.e., 6-carboxy- 
fluorescein)] and its emission spectrum is quenched by a second 
fluorescent dye, TAMRA (i.e., 6-carboxy-tetramethyl-rhodamine) 
attached to the 3' end. During the extension phase of the PCR 
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cycle, the fluorescent hybridization probe is hydrolyzed by the 
5 '-3' nucleolytic activity of DNA polymerase. Nuclease degrada- 
tion of the probe releases the quenching of FAM fluorescence 
emission, resulting in an increase in peak fluorescence emission. 
The fluorescence signal is normalized by dividing the emission 
intensity of the reporter dye (FAM) by the emission intensity of a 
reference dye (i.e., ROX, 6-carboxy-X-rhodamine) included in 
TaqMan buffer, to obtain a ratio defined as the Rn (normalized 
reporter) for a given reaction tube. The use of a sequence detector 
enables the fluorescence spectra of all 96 wells of the thermal 
cycler to be measured continuously during PCR amplification. 

The real-time PCR method offers several advantages over other 
current quantitative PCR methods (Celi el al, 1994): (i) the 
probe-based homogeneous assay provides a real-time method for 
detecting only specific amplification products, since specific hybri- 
dation of both the primers and the probe is necessary to generate a 
signal; (ii) the C, (threshold cycle) value used for quantification is 
measured when PCR amplification is still in the log phase of PCR 
product accumulation. This is the main reason why Q is a more 
reliable measure of the starting copy number than are end-point 
measurements, in which a slight difference in a limiting component 
can have a drastic effect on the amount of product; (Hi) use of C t 
values gives a wider dynamic range (at least 5 orders of magni- 
tude), reducing the need for serial dilution; (iv) The real-time PCR 
method is run in a closed-tube system and requires no post-PCR 
sample handling, thus avoiding potential contamination; (v) the 
system is highly automated, since the instrument continuously 
measures fluorescence in all 96 wells of the thermal cycler during 
PCR amplification and the corresponding software processes, and 
analyzes the fluorescence data; (vi) the assay is rapid, as results are 
available just one minute after thermal cycling is complete; (vii) the 
sample throughput of the method is high, since 96 reactions can be 
analyzed in 2 hr. 

Here, we applied this semi-automated procedure to determine 
the copy numbers of the 3 most frequently amplified genes in breast 
rumors (myc, ccndl and er£>B2), as well as 2 genes (alb and app) 
located in a chromosome region in which no genetic changes have 
been observed in breast tumors. The results for 108 breast tumors 
were compared with previous Southern-blot data for the same 
samples. 



MATERIAL AND METHODS 
Tumor and blood samples 

Samples were obtained from 1 08 primary breast tumors removed 
surgically from patients at the Centre Rene Huguenin; none of the 
patients had undergone radiotherapy or chemotherapy. Immedi- 
ately after surgery, the tumor samples were placed in liquid 
nitrogen until extraction of high-molecular-weight DNA. Patients 
were included in this study if the tumor sample used for DNA 
preparation contained more than 60% of tumor cells (histological 
analysis). A blood sample was also taken from 18 of the same 
patients. 

DNA was extracted from tumor tissue and blood leukocytes 
according to standard methods. 

Real-time PCR 

Theoretical basis. Reactions are characterized by the point 
during cycling when amplification of the PCR product is first 
detected, rather than by the amount of PCR product accumulated 
after a fixed number of cycles. The higher the starting copy number 
of the genomic DNA target, the earlier a significant increase in 
fluorescence is observed. The parameter C, (threshold cycle) is 
defined as the fractional cycle number at which the fluorescence 
generated by cleavage of the probe passes a fixed threshold above 
baseline. The target gene copy number in unknown samples is 
quantified by measuring C, and by using a standard curve to 
determine the starting copy number. The precise amount of 
genomic DNA (based on optical density) and its quality (i.e., lack 



of extensive degradation) are both difficult to assess. We therefore 
also quantified a control gene (alb) mapping to chromosome region 
4qll-ql3, in which no genetic alterations have been found in 
breast-tumor DNA by means of CGH (Kallioniemi el al. 1 994). 

Thus, the ratio of the copy number of the target gene to the copy 
number of the alb gene normalizes the amount and quality of 
genomic DNA. The ratio defining the level of amplification is 
termed "N", and is determined as follows: 

copy number of target gene (app, myc. ccndl, erbQl) 

N = 1 . 

copy number of reference gene (alb) 

Primers, probes, reference human genomic DNA and PCR 
consumables. Primers and probes were chosen with the assistance 
of the computer programs Oligo 4.0 (National Biosciences, Ply- 
mouth, MN), EuGene (Daniben Systems, Cincinnati, OH) and Primer 
Express (Perkin-Elmer Applied Biosystems, Foster City, CA). 

Primers were purchased from DNAgency (Malvern, PA) and 
probes from Perkin-Elmer Applied Biosystems. 

Nucleotide sequences for the oligonucleotide hybridization 
probes and primers are available on request. 

The TaqMan PCR Core reagent kit, MicroAmp optical tubes, 
and MicroAmp caps were from Perkin-Elmer Applied Biosystems. 

Standard-curve construction. The kinetic method requires a 
standard curve. The latter was constructed with serial dilutions of 
specific PCR products, according to Piatak el al. (1993). In 
practice, each specific PCR product was obtained by amplifying 20 
ng of a standard human genomic DNA (Boehringer, Mannheim, 
Germany) with the same primer pairs as those used later for 
real-time quantitative PCR. The 5 PCR products were purified' 
using MicroSpin S-400 HR columns (Pharmacia, Uppsala, Swe- 
den) electrophorezed through an acrylamide gel and stained with 
ethidium bromide to check their quality. The PCR products were 
then quantified spectrophoiometrically and pooled, and serially 
diluted 10-fold in mouse genomic DNA (Clontech, Palo Alto, CA) 
at a constant concentration of 2 ng/ul. The standard curve used for 
real-time quantitative PCR was based on serial dilutions of the pool 
of PCR products ranging from 10" 7 (10 5 copies of each gene) to 
10" 10 (I0 2 copies). This series of diluted PCR products was 
aliquoted and stored at -80°C until use. 

The standard curve was validated by analyzing 2 known 
quantities of calibrator human genomic DNA (20 ng and 50 ng). 

PCR amplification. Amplification mixes (50 ul) contained the 
sample DNA (around 20 ng, around 6600 copies of disomic genes), 
10X TaqMan buffer (5 ul), 200 uM dATP, dCTP, dGTP, and 400 
uM dUTP, 5 mM MgCl 2 , 1.25 units of AmpliTaq Gold, 0.5 units of 
AmpErase uracil N-glycosylase (UNG), 200 nM each primer and 
1 00 nM probe. The thermal cycling conditions comprised 2 min at 
50°C and 1 0 min at 95°C. Thermal cycling consisted of 40 cycles at 
95°C for 15 s and 65°C for 1 min. Each assay included: a standard 
curve (from 10 s to 10 2 copies) in duplicate, a no-template control, 
20 ng and 50 ng of calibrator human genomic DNA (Boehringer) in 
triplicate, and about 20 ng of unknown genomic DNA in triplicate 
(26 samples can thus be analyzed on a 96-well microplate). All 
samples with a coefficient of variation (CV) higher than 10% were 
retested. 

All reactions were performed in the ABI Prism 7700 Sequence 
Detection System (Perkin-Elmer Applied Biosystems), which 
detects the signal from the fluorogenic probe during PCR. 

Equipment for real-lime detection. The 7700 system has a 
built-in thermal cycler and a laser directed via fiber optical cables 
to each of the 96 sample wells. A charge-coupled-device (CDD) 
camera collects the emission from each sample and the data are 
analyzed automatically. The software accompanying the 7700 
system calculates C, and determines the starting copy number in the 
samples. 
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GENE AMPLIFICATION BY REAL-TIME PCR 



Determination of gene amplification. Gene amplification was 
calculated as described above. Only samples with an N value 
higher than 2 were considered to be amplified. 

RESULTS 

To validate the method, real-time PCR was performed on 
genomic DNA extracted from 108 primary breast tumors, and 18 
normal leukocyte DNA samples from some of the same patients. 
The target genes were the myc, ccndl and erbB2 proto-oncogenes, 
and the (3-amyloid precursor protein gene (app), which maps to a 
chromosome region (21q21.2) in which no genetic alterations have 
been found in breast tumors (Kallioniemi et al., 1994). The 
reference disomic gene was the albumin gene (alb, chromosome 
4qll-ql3). 
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Validation of the standard curve and dynamic range 
of real-time PCR 

The standard curve was constructed from PCR products serially 
diluted in genomic mouse DNA at a constant concentration of 
2 ng/ul. It should be noted that the 5 primer pairs chosen to analyze 
the 5 target genes do not amplify genomic mouse DNA (data not 
shown). Figure 1 shows the real-time PCR standard curve for the 
alb gene. The dynamic range was wide (at least 4 orders of 
magnitude), with samples containing as few as 10 2 copies or as 
many as 10 5 copies. 

Copy-number ratio of the 2 reference genes (app and alty 

The app to alb copy-number ratio was determined in 1 8 normal 
leukocyte DNA samples and all 108 primary breast-tumor DNA 
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Figure 1 - Albumin (alb) gene dosage by real-time PCR. Top: Amplification plots for reactions with starting alb gene copy number ranging 
from I0 5 (A9), 10 4 (A7), 10 3 (A4) to 10 2 (A2) and a no-template control (Al). Cycle number is plotted vs. change in normalized reporter signal 
(ARn). For each reaction tube, the fluorescence signal of the reporter dye (FAM) is divided by the fluorescence signal of the passive reference dye 
(ROX), to obtain a ratio defined as the normalized reporter signal (Rn). ARn represents the normalized reporter signal (Rn) minus the baseline 
signal established in the first 15 PCR cycles. ARn increases during PCR as alb PCR product copy number increases until the reaction reaches a 
plateau. C, (threshold cycle) represents the fractional cycle number at which a significant increase in Rn above a baseline signal (horizontal black 
line) can first be delected. Two replicate plots were performed for each standard sample, bu! the data for only one are shown here. Bottom: 
Standard curve plotting log starting copy number vs. C, (threshold cycle). The black dots represent the data for standard samples plotted in 
duplicate and the red dots the data for unknown genomic DNA samples plotted in triplicate. The standard curve shows 4 orders of linear dynamic 
range. 
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samples. We selected these 2 genes because they are located in 2 
chromosome regions (app. 2 1 q2 1.2: alb, 4qll-ql3) in which no 
obvious genetic changes (including gains or losses) have been 
observed in breast cancers (Kallioniemi et al., 1994). The ratio for 
the 18 normal leukocyte DNA samples fell between 0.7 and 1.3 
(mean 1.02 ± 0.21), and was similar for the 108 primary breast- 
tumor DNA samples (0.6 to 1.6, mean 1.06 ± 0.25), confirming 
that alb and app are appropriate reference disomic genes for 
breast-tumor DNA. The low range of the ratios also confirmed that 
the nucleotide sequences chosen for the primers and probes were 
not polymorphic, as mismatches of their primers or probes with the 
subject's DNA would have resulted in differential amplification. 

myc, ccndl and erbB2 gene dose in normal leukocyte DNA 

To determine the cut-off point for gene amplification in breast- 
cancer tissue, 1 8 normal leukocyte DNA samples were tested for 
the gene dose (N), calculated as described in "Material and 
Methods". The N value of these samples ranged from 0.5 to 1 .3 
(mean 0.84 ± 0.22) for myc, 0.7 to 1.6 (mean 1.06 ± 0.23) for 
ccndl and 0.6 to 1 .3 (mean 0.9 1 rt 6.19) for erbB2. Since N values 
for myc, ccndl and erbB2 in normal leukocyte DNA consistently 
fell between 0.5 and 1.6, values of 2 or more were considered to 
represent gene amplification in tumor DNA. 

myc, ccndl and erbfl2 gene dose in breast-tumor DNA 

myc, ccndl and erbBI gene copy numbers in the 108 primary 
breast tumors are reported in Table I. Extra copies of ccndl were 
more frequent (23%, 25/108) than extra copies of erbBI (15%, 
16/108) and myc (10%, 11/108), and ranged from 2 to 18.6 for 
ccndl, 2 to 15.1 for erbBI, and only 2 to 4.6 for the myc gene. 
Figure 2 and Table II represent tumors in which the ccndl gene was 
amplified 16-fold (T145), 6-fold (T133) and non-amplified (T118). 
The 3 genes were never found to be co-amplified in the same tumor. 
erbBI and ccndl were co-amplified in only 3 cases, myc and ccndl 
in 2 cases and myc and erbBI in 1 case. This favors the hypothesis 
that gene amplifications are independent events in breast cancer. 
Interestingly, 5 tumors showed a decrease of at least 50% in the 
erbBI copy number (N < 0.5), suggesting that they bore deletions 
of the 17q21 region (the site of erbB2). No such decrease in copy 
number was observed with the other 2 proto-oncogenes. 

Comparison of gene dose determined by real-time quantitative 
PCR and Southern-blot analysis 

Southern-blot analysis of myc, ccndl and erbB2 amplifications 
had previously been done on the same 1 08 primary breast tumors. A 
perfect correlation between the results of real-time PCR and 
Southern blot was obtained for tumors with high copy numbers 
(N a 5). However, there were cases ( 1 myc, 6 ccndl and 4 erbB2) 
in which real-time PCR showed gene amplification whereas 
Southern-blot did not, but these were mainly cases with low extra 
copy numbers (N from 2 to 2.9). 

DISCUSSION 

The clinical applications of gene amplification assays are 
currently limited, but would certainly increase if a simple, standard- 
ized and rapid method were perfected. Gene amplification status 
has been studied mainly by means of Southern blotting, but this 
method is not sensitive enough to detect low-level gene amplifica- 
tion nor accurate enough to quantify the full range of amplification 
values. Southern blotting is also time-consuming, uses radioactive 



TABLE I - DISTRIBUTION OF AMPLIFICATION LEVEL (N) FOR myc. 
ccndl AND er6B2 GENES IN 108 HUMAN BREAST TUMORS 



Gene 




Amplification level (N) 




<0.5 


0.5-1.9 


2-4.9 


a5 


myc 

ccndl 

erbQ2 


0 

0 

5 (4.6%) 


97 (89.8%) 
83 (76.9%) 
87 (80.6%) 


II (10.2%) 

17(15.7%) 
8 (7.4%) 


0 

8 (7.4%) 
8 (7.4%) 



reagents and requires relatively large amounts of high-quality 
genomic DNA, which means it cannot be used routinely in many 
laboratories. An amplification step is therefore required to deter- 
mine the copy number of a given target gene from minimal 
quantities of tumor DNA (small early-stage tumors, cytopuncture 
specimens or formalin-fixed, paraffin-embedded tissues). 

In this study, we validated a PCR method developed for the 
quantification of gene over-representation in rumors. The method, 
based on real-time analysis of PCR amplification, has several 
advantages over other PCR-based quantitative assays such as 
competitive quantitative PCR (Celi el al., 1 994). First, the real-time 
PCR method is performed in a closed-tube system, avoiding the 
risk of contamination by amplified products. Re-amplification of 
carryover PCR products in subsequent experiments can also be 
prevented by using the enzyme uracil N-glycosylase (UNG) 
(Longo et al., 1990). The second advantage is the simplicity and 
rapidity of sample analysis, since no post-PCR manipulations are 
required. Our results show that the automated method is reliable. 
We found it possible to determine, in triplicate, the number of 
copies of a target gene in more than 100 tumors per day. Third, the 
system has a linear dynamic range of at least 4 orders of magnitude, 
meaning that samples do not have to contain equal starting amounts 
of DNA. This technique should therefore be suitable for analyzing 
formalin-fixed, paraffin-embedded tissues. Fourth, and above all, 
real-time PCR makes DNA quantification much more precise and 
reproducible, since it is based on C, values rather than end-point 
measurement of the amount of accumulated PCR product. Indeed, 
the ABI Prism 7700 Sequence Detection System enables C, to be 
calculated when PCR amplification is still in the exponential phase 
and when none of the reaction components is rate-limiting. The 
within-run CV of the C t value for calibrator human DNA (5 
replicates) was always below 5%, and the between-assay precision 
in 5 different runs was always below 10% (data not shown). In 
addition, the use of a standard curve is not absolutely necessary, 
since the copy number can be determined simply by comparing the 
C, ratio of the target gene with that of reference genes. The results 
obtained by the 2 methods (with and without a standard curve) are 
similar in our experiments (data not shown). Moreover, unlike 
competitive quantitative PCR, real-time PCR does not require an 
internal control (the design and storage of internal controls and the 
validation of their amplification efficiency is laborious). 

The only potential disavantage of real-time PCR, like all other 
PCR-based methods and solid-matrix blotting techniques (South- 
ern blots and dot blots) is that is cannot avoid dilution artifacts 
inherent in the extraction of DNA from tumor cells contained in 
heterogeneous tissue specimens. Only FISH and immunohistochem- 
istry can measure alterations on a cell-by-cell basis (Pauletti et al., 
1996; Slamon et al., 1989). However, FISH requires expensive 
equipment and trained personnel and is also time-consuming. 
Moreover, FISH does not assess gene expression and therefore 
cannot detect cases in which the gene product is over-expressed in 
the absence of gene amplification, which will be possible in the 
future by real-time quantitative RT-PCR. Immunohistochemistry is 
subject to considerable variations in the hands of different teams, 
owing to alterations of target proteins during the procedure, the 
different primary antibodies and fixation methods used and the 
criteria used to define positive staining. 

The results of this study are in agreement with those reported in 
the literature, (i) Chromosome regions 4q 1 1 -q 1 3 and 21q21.2 
(which bear alb and app, respectively) showed no genetic alter- 
ations in the breast-cancer samples studied here, in keeping with 
the results of CGH (Kallioniemi et al., 1994). (ii) We found that 
amplifications of these 3 oncogenes were independent events, as 
reported by other teams (Bems et al., 1992; Borg et al., 1992). (ill) 
The frequency and degree of myc amplification in our breast tumor 
DNA series were lower than those of ccndl and erbB2 amplifica- 
tion, confirming the findings of Borg etal. (1992) and Courjal elal. 
(1997). (iv) The maxima of ccndl and erbB2 over-representation 
were 1 8-fold and 1 5-fold, also in keeping with earlier results (about 
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CCND1 



ALB 



Tumor 
T118 
T133 
T145 



C t Copy number 
27.3 4605 
23.2 61659 
22.1 125892 



C t Copy number 

26.5 4365 
25.2 10092 

25.6 7762 



Ficure 2 - ccndl and alb gene dosage by real-time PCR in 3 breast tumor samples: Tl 1 8 (E 12, C6, black squares), Tl 33 (G 1 1 , B4, red squares) 
and T145 (A8, C8, blue squares). Given the C, of each sample, the initial copy number is inferred from the standard curve obtained during the same 
experiment. Triplicate plots were performed for each tumor sample, but the data for only one are shown here. The results are shown in Table II. 



30-fold maximum) (Bems et al, 1 992; Borg et al, 1 992; Courjal et 
al, 1997). (v) The erbftl copy numbers obtained with real-time 
PCR were in good agreement with data obtained with other 
quantitative PCR-based assays in terms of the frequency and 
degree of amplification (An et al, 1995; Deng etal, 1996;Valeron 



et al, 1996). Our results also correlate well with those recently 
published by Gelmini et al. ( 1 997), who used the TaqMan system to 
measure erbBZ amplification in a small series of breast tumors 
(n = 25), but with an instrument (LS-50B luminescence spectrom- 
eter, Perkin-Elmer Applied Biosystems) which only allows end- 
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TABLE II - EXAMPLES OF ccndl GENE DOSAGE RESULTS 
FROM 3 BREAST TUMORS' 



Tumor 




ccnd! 






alb 




Nccndl/alb 


Copy 
number 


Mean 


SD 


Copy 
number 


Mean 


SD 


T118 


4525 






4223 










4605 


4603 


77 


4365 


4325 


89 


1.06 




4678 






4387 








T133 


59821 






9787 










61659 


61100 


1111 


10092 


10137 


375 


6.03 




61821 






10533 








T145 


128563 






7321 










125892 


125392 


3448 


7762 


7672 


316 


16.34 




121722 






7933 









'For each sample, 3 replicate experiments were performed and the mean 
and the standard deviation (SD) was determined. The level of ccndl gene 
amplification (Hccndl lalb) is determined by dividing the average ccndl 
copy namber value by the average alb copy number value. 



point measurement of fluorescence intensity. Here we report myc 
and ccndl gene dosage in breast cancer by means of quantitative 
PCR. (vi) We found a high degree of concordance between 
real-time quantitative PCR and Southern blot analysis in terms of 
gene amplification, especially for samples with high copy numbers 
(25-fold). The slightly higher frequency of gene amplification 
(especially ccndl and erbQl) observed by means of real-time 
quantitative PCR as compared with Southem-blot analysis may be 
explained by the higher sensitivity of the former method. However, 
we cannot rule out the possibility that some tumors with a few extra 



gene copies observed in real-time PCR had additional copies of an 
arm or a whole chromosome (trisomy, tetrasomy or polysomy) 
rather than true gene amplification. These 2 types of genetic 
alteration (polysomy and gene amplification) could be easily 
distinguished in the future by using an additional probe located on 
the same chromosome arm, but some distance from the target gene. 
It is noteworthy that high gene copy numbers have the greatest 
prognostic significance in breast carcinoma (Borg el al, 1992; 
Slamon er a/., 1987). 

Finally, this technique can be applied to the detection of gene 
deletion as well as gene amplification. Indeed, we found a 
decreased copy number of erbB2 (but not of the other 2 proto- 
oncogenes) in several tumors; erbBl is located in a chromosome 
region (17q21) reported to contain both deletions and amplifica- 
tions in breast cancer (Bieche and Lidereau, 1 995). 

In conclusion, gene amplification in various cancers can be used 
as a marker of pre-neoplasia, also for early diagnosis of cancer, 
staging, prognostication and choice of treatment. Southern blotting 
is not sufficiently sensitive, and FISH is lengthy and complex. 
Real-time quantitative PCR overcomes both these limitations, and 
is a sensitive and accurate method of analyzing large numbers of 
samples in a short time. It should find a place in routine clinical 
gene dosage. 
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